

SEQUENCE SUBMISSION 

SEQ ID NO: 1 is primate DCRS6 nucleotide sequence. 

SEQ ID NO: 2 is primate DCRS6 polypeptide sequence. 

SEQ ID NO: 3 is primate DCRS6 reverse translation. 

SEQ ID NO: 4 is rodent DCRS6 nucleotide sequence. 

SEQ ID NO: 5 is rodent DCRS6 polypeptide sequence . 

SEQ ID NO: 6 is rodent DCRS6 reverse translation. 

SEQ ID NO: 7 is primate DCRS7 nucleotide sequence. 

SEQ ID NO: 8 is primate DCRS7 polypeptide sequence. 

SEQ ID NO: 9 is primate DCRS7 reverse translation. 

SEQ ID NO.: 10 is rodent DCRS7 nucleotide sequence. 

SEQ ID NO: 11 is rodent DCRS7 polypeptide sequence. 

SEQ ID NO: 12 is rodent DCRS7 reverse translation. 

SEQ ID NO: 13 is primate DCRS8 nucleotide sequence. 

SEQ ID NO: 14 is primate DCRS8 polypeptide sequence. 

SEQ ID NO: 15 is primate DCRS8 reverse translation. 

SEQ ID NO: 16 is primate DCRS9 nucleotide sequence. 
O ^'^ ^® primate DCRS9 polypeptide sequence. 

;n ^O- 18 is primate DCRS9 reverse translation. 

^ SEQ ID NO: 19 is rodent DCRS9 nucleotide sequence. 

SEQ ID NO: 20 is rodent DCRS9 polypeptide sequence. 

SEQ ID NO: 21 is rodent DCRS9 reverse translation. 
m SEQ ID NO: 22 is primate DCRSIO nucleotide sequence. 

m SEQ ID NO: 23 is primate DCRSIO polypeptide sequence. 

M. SEQ ID NO: 24 is primate DCRSIO reverse translation, 

g SEQ ID NO: 25 is rodent DCRSIO nucleotide sequence. 

3 SEQ ID NO: 26 is rodent DCRSIO polypeptide sequence. 

Q SEQ ID NO: 27 is rodent DCRSIO reverse translation. 

rz SEQ ID NO: 2 8 is primate XL- 17 receptor peptide sequence, 

J J SEQ ID NO: 29 is rodent IL-17 receptor peptide sequence. 

SEQ ID NO: 30 is worm IL-17 receptor peptide sequence. 
^ SEQ ID NO: 31 is worm DCRS6 nucleotide sequence. 

M: <110> Gorman, Daniel M. 

<120> Mammalian Receptor Proteins; Related Reagents and 
Methods 

<130> DX01170K US 

<140> 
<141> 

<150> US 60/206,862 
<151> 2000-05-24 

<160> 31 

<170> Patentin Ver. 2.0 

<210> 1 
<211> 1796 
<212> DNA 
<213> Unknown 

<220> 

<223> Description of Unknown Organism: primate; suirmised 
Homo sapiens 





<220> 

<221> CDS 

<222> (4) . . (1509) 

<220> 

<221> mat_peptide 
<222> (46) . . (1509) 

<400> 1 

^""^ c""^ ""^"^ ''^^ ""^^ 9cg ctg tgc agg age gcc 

Met Ser Leu Val Leu Leu Ser Leu Ala Ala Leu Cys Ar^ Ser 111 

-10 -5 _^ ^ 

gta ccc cga gag ccg acc gtt caa tgt ggc tct gaa act ggg cca tct 
val Pro Arg Glu Pro Thr Val Gin Cys Gly Ser Glu Thr oly Pro Se^ 
^ 10 15 

gat eta ate ccg gga gac ttg agg gac 
Pro Glu Trp Met Leu Gin His Asp Leu lie Pro Gly Lp Leu Arg SJp 



25 



30 



45 



Til rl^ ^^"^ ^9g gca gat gee age ate cgc 

lie Leu Met Asn Val Ser Trp Val Leu Arg Ala Asp Ila slr lie Jrg 



60 



65 



llu tI?. t^^ f^"" tu"" ^" aaa age aac ttc eag 

Leu Leu Lys Ala Thr Lys He Cys Val Thr Gly Lys Ser Asn Phe G^n 



80 



85 



90 



95 



acc aga ccc tct ggt ggt aaa tgg aca ttt tec tat ate ggc ttc ect 
Thr Arg Pro Ser Gly Gly Lys Trp Thr Phe Ser Tyr He Ify Phe Pro 



105 



110 



48 



96 



144 



etc cga gta gaa ect gtt aca act agt gtt gca aca ggg gac tat tea 192 
Leu Arg Val Glu Pro Val Thr Thr Ser Val Ila Thr ofy Isp Ser 



240 



288 



tee tac age tgt gtg agg tgc aat tac aca gag gcc ttc eag act caa 336 
ser Tyr Ser Cys Val Arg Cys Asn Tyr Thr Ilu Ila Phe Gin ?hr Gi? 



384 



432 



vll riu T ^ n t?.^ ^''^ ^^"^ ^" '^^t aat att ect aat 

val Glu Leu Asn Thr Val Tyr Phe He Gly Ala His Asn He Pro Asn 
115 120 

111 A^n m!? ^^'^ ^^"^ "^^^ ^^^9 tct gtg aat ttc acc tea 

Ala Asn Met Asn Glu Asp Gly Pro Ser Met Ser Val Asn Phe Thr Ser 

135 140 

cca ggc tgc eta gac cac ata atg aaa tat aaa aaa aag tgt gtc aao 
Pro Gly Cys Leu Asp His He Met Lys Tyr Lys Lys Lys Cys ?al Lys 

155 160 

gcc gga age ctg tgg gat ccg aac ate act get tgt aag aag aat qaa 
Ala Gly Ser Leu Trp Asp Pro Asn He Thr lla C^s Lyf Lys A^^ Ilu 
165 170 175 

gag aca gta gaa gtg aac ttc aca acc act ccc ctg gga aac aga tac 624 
Glu Thr val Glu Val Asn Phe Thr Thr Thr Pro Leu Ify Asn S ^^r 
180 185 190 



480 



528 



576 





atg get ctt ate caa cac age act ate ate ggg ttt tct cag gtg ttt 
Met Ala Leu He Gin His Ser Thr He He Gly Phe Ser Gin Val Phe 
195 200 205 



gtg ctg gtg gca ggg ate tat eta atg tgg agg eac gaa agg ate aag 
Val Leu Val Ala Gly He Tyr Leu Met Trp Arg His Glu Arq He Lvs 

nan ^ J 



290 295 300 



305 



672 



gag eea eac eag aag aaa eaa aeg ega get tea gtg gtg att eea gtg 72 0 
Glu Pro His Gin Lys Lys Gin Thr Arg Ala Ser Val Val He Pro Val 
210 215 220 225 

act ggg gat agt gaa ggt get aeg gtg cag ctg act eea tat ttt ect 768 
Thr Gly Asp Ser Glu Gly Ala Thr Val Gin Leu Thr Pro Tyr Phe Pro 
230 235 240 

act tgt gge age gae tgc ate ega cat aaa gga aca gtt gtg etc tgc 816 
Thr Cys Gly Ser Asp Cys He Arg His Lys Gly Thr Val Val Leu Cys 
245 250 255 

eea eaa aca gge gtc ect ttc ect ctg gat aac aae aaa age aag ceg 864 
Pro Gin Thr Gly Val Pro Phe Pro Leu Asp Asn Asn Lys Ser Lys Pro 
260 265 270 

gga gge tgg ctg ect etc etc ctg ctg tct ctg ctg gtg gee aca tgg 912 
Gly Gly Trp Leu Pro Leu Leu Leu Leu Ser Leu Leu Val Ala Thr Trp 
275 280 285 



960 



1008 



1056 



1104 



aag act tee ttt tct ace ace aca eta ctg cec cee att aag gtt ctt 
Lys Thr Ser Phe Ser Thr Thr Thr Leu Leu Pro Pro He Lys Val Leu 
310 315 . 320 

gtg gtt tac eea tct gaa ata tgt ttc cat cac aca att tgt tac ttc 
Val Val Tyr Pro Ser Glu He Cys Phe His His Thr He Cys Tyr Phe 
325 330 335 

act gaa ttt ctt eaa aac eat tgc aga agt gag gtc ate ctt gaa aag 
Thr Glu Phe Leu Gin Asn His Cys Arg Ser Glu Val He Leu Glu Lys 
340 345 350 

tgg cag aaa aag aaa ata gca gag atg ggt eea gtg cag tgg ctt gee 1152 
Trp Gin Lys Lys Lys He Ala Glu Met Gly Pro Val Gin Trp Leu Ala 
355 360 365 

act caa aag aag gca gca gae aaa gtc gtc ttc ctt ctt tee aat gae 1200 
Thr Gin Lys Lys Ala Ala Asp Lys Val Val Phe Leu Leu Ser Asn Asp 
370 375 380 385 

gtc aae agt gtg tgc gat ggt ace tgt gge aag age gag gge agt cec 124 8 
Val Asn Ser Val Cys Asp Gly Thr Cys Gly Lys Ser Glu Gly Ser Pro 
390 395 400 

agt gag aac tct caa gae etc ttc cec ctt gee ttt aac ctt ttc tgc 1296 
Ser Glu Asn Ser Gin Asp Leu Phe Pro Leu Ala Phe Asn Leu Phe Cys 
405 410 415 

agt gat eta aga age cag att cat ctg cac aaa tac gtg gtg gtc tac 1344 
Ser Asp Leu Arg Ser Gin He His Leu His Lys Tyr Val Val Val Tyr 
420 425 430 



4 



01 



ttt aga gag att gat aca aaa gac gat tac aat get etc agt gtc tgc 13 92 
Phe Arg Glu lie Asp Thr Lys Asp Asp Tyr Asn Ala Leu Ser Val Cys 
435 440 445 

ccc aag tac cac etc atg aag gat gcc act get ttc tgt gca gaa ctt 1440 
Pro Lys Tyr His Leu Met Lys Asp Ala Thr Ala Phe Cys Ala Glu Leu 
450 455 460 465 

cte eat gtc aag eag eag gtg tea gca gga aaa aga tea caa gcc tgc 1488 
Leu His Val Lys Gin Gin Val Ser Ala Gly Lys Arg Ser Gin Ala Cys 
470 475 480 

cac gat ggc tgc tgc tee ttg tagcccacce atgagaagea agagaectta 153 9 
His Asp Gly Cys Cys Ser Leu 
485 

aaggcttect atcecaecaa ttacagggaa aaaaegtgtg atgatectga agcttactat 1599 

geagectaca aaeagectta gtaattaaaa eattttatac caataaaatt tteaaatatt 1659 

getaactaat gtagcattaa etaacgattg gaaactaeat ttacaactte aaagetgttt 1719 

tataeataga aatcaattae agetttaatt gaaaaetgta accattttga taatgcaaca 1779 

ataaagcate ttcagce 1796 

<210> 2 
<211> 502 
<212> PRT 
< 2 1 3 > Unknown 

<400> 2 

Met Ser Leu Val Leu Leu Ser Leu Ala Ala Leu Cys Arg Ser Ala Val 
-10 -5 -1 1 

Pro Arg Glu Pro Thr Val Gin Cys Gly Ser Glu Thr Gly Pro Ser Pro 
5 10 15 

Glu Trp Met Leu Gin His Asp Leu lie Pro Gly Asp Leu Arg Asp Leu 
20 25 30 

Arg Val Glu Pro Val Thr Thr Ser Val Ala Thr Gly Asp Tyr Ser lie 
35 40 45 50 

Leu Met Asn Val Ser Trp Val Leu Arg Ala Asp Ala Ser lie Arg Leu 
55 60 65 

Leu Lys Ala Thr Lys lie Cys Val Thr Gly Lys Ser Asn Phe Gin Ser 
70 75 80 

Tyr Ser Cys Val Arg Cys Asn Tyr Thr Glu Ala Phe Gin Thr Gin Thr 
85 90 95 

Arg Pro Ser Gly Gly Lys Trp Thr Phe Ser Tyr He Gly Phe Pro Val 
100 105 110 

Glu Leu Asn Thr Val Tyr Phe lie Gly Ala His Asn He Pro Asn Ala 
115 120 125 130 



5 



Asn Met Asn Glu Asp Gly Pro Ser Met Ser Val Asn Phe Thr Ser Pro 
135 140 

Gly Cys Leu Asp His lie Met Lys Tyr Lys Lys Lys Cys Val Lys Ala 
150 155 

Gly Ser Leu Trp Asp Pro Asn He Thr Ala Cys Lys Lys Asn Glu Glu 
165 170 175 

Thr Val Glu Val Asn Phe Thr Thr Thr Pro Leu Gly Asn Arg Tyr Met 
180 185 190 

Ala Leu He Gin His Ser Thr He He Gly Phe Ser Gin Val Phe Glu 

200 205 210 

Pro His Gin Lys Lys Gin Thr Arg Ala Ser Val Val He Pro Val Thr 
215 220 225 

Gly Asp Ser Glu Gly Ala Thr Val Gin Leu Thr Pro Tyr Phe Pro Thr 
230 235 240 

Cys Gly Ser Asp Cys He Arg His Lys Gly Thr Val Val Leu Cys Pro 
245 250 255 

Gin Thr Gly Val Pro Phe Pro Leu Asp Asn Asn Lys Ser Lys Pro Gly 
260 265 270 

Gly Trp Leu Pro Leu Leu Leu Leu Ser Leu Leu Val Ala Thr Trp Val 

280 285 290 

Leu Val Ala Gly He Tyr Leu Met Trp Arg His Glu Arg He Lys Lys 
295 300 305 

Thr Ser Phe Ser Thr Thr Thr Leu Leu Pro Pro He Lys Val Leu Val 
310 315 320 

Val Tyr Pro Ser Glu He Cys Phe His His Thr He Cys Tyr Phe Thr 
325 330 335 

Glu Phe Leu Gin Asn His Cys Arg Ser Glu Val He Leu Glu Lys Trp 
340 345 350 

Gin Lys Lys Lys He Ala Glu Met Gly Pro Val Gin Trp Leu Ala Thr 
355 360 365 370 

Gin Lys Lys Ala Ala Asp Lys Val Val Phe Leu Leu Ser Asn Asp Val 
375 380 385 

Asn Ser Val Cys Asp Gly Thr Cys Gly Lys Ser Glu Gly Ser Pro Ser 
390 395 400 

Glu Asn Ser Gin Asp Leu Phe Pro Leu Ala Phe Asn Leu Phe Cys Ser 
405 410 415 

Asp Leu Arg Ser Gin He His Leu His Lys Tyr Val Val Val Tyr Phe 
420 425 430 

Arg Glu He Asp Thr Lys Asp Asp Tyr Asn Ala Leu Ser Val Cys Pro 
435 440 445 450 



6 



Lys Tyr His Leu Met Lys Asp Ala Thr Ala Phe Cys Ala Glu Leu Leu 

460 465 

His Val Lys Gin Gin Val Ser Ala Gly Lys Arg Ser Gin Ala Cys His 

475 480 

Asp Gly Cys Cys Ser Leu 
485 

<210> 3 
<211> 1506 
<212> DNA 

<213> reverse translation 
<220> 

<221> misc_f eature 
p <222> (1) . . (1506) 

<223> n may be a, c, g, or t 

S <400> 3 

atgwsnytng tnytnytnws nytngcngcn ytntgymgnw sngcngtncc nmgngarccn 60 
m acngtncart gyggnwsnga racnggnccn wsnccngart ggatgytnca rcaygayytn 120 

m athccnggng ayytnmgnga yytnmgngtn garccngtna cnacnwsngt ngcnacnggn 180 

O gaytaywsna thytnatgaa ygtnwsntgg gtnytnmgng cngaygcnws nathmgnytn 24 0 

Fii ytnaargcna cnaarathtg ygtnacnggn aarwsnaayt tycarwsnta ywsntgygtn 3 00 

^ mgntgyaayt ayacngargc nttycaracn caracnmgnc cnwsnggngg naartggacn 3 60 

ttywsntaya thggnttycc ngtngarytn aayacngtnt ayttyathgg ngcncayaay 42 0 
athccnaayg cnaayatgaa ygargayggn ccnwsnatgw sngtnaaytt yacnwsnccn 480 
ggntgyytng aycayathat gaartayaar aaraartgyg tnaargcngg nwsnytntgg 54 0 
gayccnaaya thacngcntg yaaraaraay gargaracng tngargtnaa yttyacnacn 600 
acnccnytng gnaaymgnta yatggcnytn athcarcayw snacnathat hggnttywsn 660 
cargtnttyg arccncayca raaraarcar acnmgngcnw sngtngtnat hccngtnacn 72 0 
ggngaywsng arggngcnac ngtncarytn acnccntayt tyccnacntg yggnwsngay 780 
tgyathmgnc ayaarggnac ngtngtnytn tgyccncara cnggngtncc nttyccnytn 84 0 
gayaayaaya arwsnaarcc nggnggntgg ytnccnytny tnytnytnws nytnytngtn 900 
gcnacntggg tnytngtngc nggnathtay ytnatgtggm gncaygarmg nathaaraar 960 
acnwsnttyw snacnacnac nytnytnccn ccnathaarg tnytngtngt ntayccnwsn 1020 
garathtgyt tycaycayac nathtgytay ttyacngart tyytncaraa ycaytgymgn 1080 
wsngargtna thytngaraa rtggcaraar aaraarathg cngaratggg nccngtncar 114 0 



tggytngcna cncaraaraa rgcngcngay aargtngtnt tyytnytnws naaygaygtn 1200 
aaywsngtnt gygayggnac ntgyggnaar wsngarggnw snccnwsnga raaywsncar 12 60 
gayytnttyc cnytngcntt yaayytntty tgywsngayy tnmgnwsnca rathcayytn 132 0 
cayaartayg tngtngtnta yttymgngar athgayacna argaygayta yaaygcnytn 1380 
wsngtntgyc cnaartayca yytnatgaar gaygcnacng cnttytgygc ngarytnytn 144 0 
caygtnaarc arcargtnws ngcnggnaar mgnwsncarg cntgycayga yggntgytgy 150 0 
wsnytn 



1506 



<210> 4 
<211> 637 
<212> DNA 
<213> Unknovm 



<220> 

<223> Description of Unknown Organism : rodent ; surmised 
Mus musculus 

<220> 

<221> CDS 

<222> (1) . . (210) 

<400> 4 

gat ttc age age eag acg cat ctg eae aaa tae ctg gag gte tat ett 

Asp Phe Ser Ser Gin Thr His Leu His Lys Tyr Leu Glu Val Tyr Leu 

15 10 15 

ggg gga gca gae etc aaa gge gae tat aat gee ctg agt gte tge eec 
Gly Gly Ala Asp Leu Lys Gly Asp Tyr Asn Ala Leu Ser Val Cys Pro 
20 25 30 

caa tat cat etc atg aag gae gee aca get ttc eae aca gaa ett etc 
Gin Tyr His Leu Met Lys Asp Ala Thr Ala Phe His Thr Glu Leu Leu 
35 40 45 

aag get acg cag age atg tea gtg aag aaa cge tea caa gee tgc eat 
Lys Ala Thr Gin Ser Met Ser Val Lys Lys Arg Ser Gin Ala Cys His 
50 55 60 



48 



96 



144 



192 



gat age tgt tea ece ttg tagtccaece gggggaatag agactctgaa 24 0 

Asp Ser Cys Ser Pro Leu 
65 70 

geettcctac tetcccttcc agtgaeaaat gctgtgtgac gaetetgaaa tgtgtgggag 300 
aggctgtgtg gaggtagtgc tatgtaeaaa cttgctttaa aactggagtt tgcaaagtca 3 60 
acetgagcat aeacgcctga ggctagteat tggetggatt tatgaagaca acacagttae 420 
agacaataat gagtgggaee tacatttggg atatacecaa agctgggtaa tgattatcac 4 80 
tgagaaccac geactctgge eatgaggtaa taeggcactt cectgtcagg ctgtetgtca 540 
ggttgggtet gtcttgcact geccatgcte tatgctgcac gtagacegtt ttgtaacatt 600 




ttaatctgtt aatgaataat ccgtttggga ggctctc 63 7 

<210> 5 
<211> 70 
<212> PRT 
<213> Unknown 

<400> 5 

Asp Phe Ser Ser Gin Thr His Leu His Lys Tyr Leu Glu Val Tyr Leu 
15 10 15 

Gly Gly Ala Asp Leu Lys Gly Asp Tyr Asn Ala Leu Ser Val Cys Pro 
20 25 30 

Gin Tyr His Leu Met Lys Asp Ala Thr Ala Phe His Thr Glu Leu Leu 
35 40 45 

Lys Ala Thr Gin Ser Met Ser Val Lys Lys Arg Ser Gin Ala Cys His 
50 55 60 

Asp Ser Cys Ser Pro Leu 
65 70 



<210> 6 
<211> 210 
<212> DNA 

<213> reverse translation 
<220> 

<221> misc_f eature 

<222> (1) . . (210) 

<223> n may be a, c, g, or t 

<400> 6 

gayttywsnw sncaracnca yytncayaar tayytngarg tntayytngg nggngcngay 60 
ytnaarggng aytayaaygc nytnwsngtn tgyccncart aycayytnat gaargaygcn 12 0 
acngcnttyc ayacngaryt nytnaargcn acncarwsna tgwsngtnaa raarmgnwsn 180 
cargcntgyc aygaywsntg ywsnccnytn 210 

<210> 7 
<211> 2308 
<212> DNA 
< 2 1 3 > Unknown 

<220> 

<223> Description of Unknown Organi sm: primate ; surmised 
Homo sapiens 

<220> 
<221> CDS 

<222> (181) . . (2289) 



<220> 





<221> mat_peptide 
<222> (241) . . (2289) 

<220> 

<221> Tnisc_f eature 
<222> (664) 

<223> Xaa translation depends on genetic code 
<400> 7 

gagtcaggac tcccaggaca gagagtgcac aaactaccca gcacagcccc ctccgccccc 60 

tctggaggct gaagagggat tccagcccct gccacccaca gacacgggct gactggggtg 120 

tctgcccccc ttgggggcan ccacagggcc tcaggcctgg gtgccacctg gcactagaag 180 

atg cct gtg ccc tgg ttc ttg ctg tec ttg gca ctg ggc cga age cag 228 
Met Pro Val Pro Trp Phe Leu Leu Ser Leu Ala Leu Gly Arg Ser Gin 
-20 -15 -10 -5 

tgg ate ctt tct ctg gag agg ett gtg ggg cet cag gac get aec eac 276 
Trp He Leu Ser Leu Glu Arg Leu Val Gly Pro Gin Asp Ala Thr His 
-11 5 10 

tge tet ceg ggc etc tee tgc egc etc tgg gac agt gac ata etc tge 324 
Cys Ser Pro Gly Leu Ser Cys Arg Leu Trp Asp Ser Asp He Leu Cys 
15 20 25 

ctg cct ggg gac ate gtg cct get ceg ggc ccc gtg ctg gcg cct aeg 3 72 
Leu Pro Gly Asp He Val Pro Ala Pro Gly Pro Val Leu Ala Pro Thr 
30 35 40 

cac ctg cag aea gag ctg gtg ctg agg tge cag aag gag aec gac tgt 420 
His Leu Gin Thr Glu Leu Val Leu Arg Cys Gin Lys Glu Thr Asp Cys 
45 50 55 60 

gac etc tgt ctg cgt gtg get gtc eac ttg gee gtg eat ggg eac tgg 468 
Asp Leu Cys Leu Arg Val Ala Val His Leu Ala Val His Gly His Trp 
65 70 75 

gaa gag cct gaa gat gag gaa aag ttt gga gga gca get gac tta ggg 516 
Glu Glu Pro Glu Asp Glu Glu Lys Phe Gly Gly Ala Ala Asp Leu Gly 
80 85 90 

gtg gag gag cet agg aat gee tet etc cag gee caa gtc gtg etc tee 564 
Val Glu Glu Pro Arg Asn Ala Ser Leu Gin Ala Gin Val Val Leu Ser 
95 100 105 

ttc cag gee tac cet act gcc egc tge gtc ctg ctg gag gtg caa gtg 612 
Phe Gin Ala Tyr Pro Thr Ala Arg Cys Val Leu Leu Glu Val Gin Val 
110 115 120 

cct get gee ett gtg cag ttt ggt cag tct gtg ggc tct gtg gta tat 660 
Pro Ala Ala Leu Val Gin Phe Gly Gin Ser Val Gly Ser Val Val Tyr 
125 130 135 140 

gac tge ttc gag get gee eta ggg agt gag gta cga ate tgg tec tat 708 
Asp Cys Phe Glu Ala Ala Leu Gly Ser Glu Val Arg He Trp Ser Tyr 
145 150 155 

act cag ccc agg tac gag aag gaa etc aac eac aea cag cag ctg cct 756 



t 




10 



Thr Gin Pro Arg Tyr Glu Lys Glu Leu Asn His Thr Gin Gin Leu Pro 
160 165 

gac tgc agg ggg etc gaa gtc tgg aac age ate ccg age tgc tgg gee 
Asp Cys Arg Gly Leu Glu Val Trp Asn Ser He Pro Ser Cys tS Ila 
175 180 185 

ctg cce tgg ete aae gtg tea gca gat ggt gac aae gtg cat ctg gtt 
Leu Pro Trp Leu Asn Val Ser Ala Asp Gly Asp Asn Val His Leu Oal 

195 200 



t1 I fr^ t ""^^ "^^^ SS'^ ^tc tee ctg tae tgg aat 

Leu Asn val Ser Glu Glu Gin His Phe Gly Leu Ser Leu Tyr Trp Asn 

210 215 ^ 220 



frJ nt^ ''''^ '^'^^ ^99 tgg cae aaa aae ctg act gga 

Gin val Gin Gly Pro Pro Lys Pro Arg Trp His Lys Asn Leu Thr cly 
225 230 235 



ccg eag ate att ace ttg aae cae aca gae etg gtt eee tgc etc tat 
Pro Gin He He Thr Leu Asn His Thr Asp Leu ?al Pro Cys Leu Ss 
240 245 250 



804 



852 



900 



948 



996 



^ ill ain ^ '^'^^ ^^'^ 9" ^te tge 1044 

He Gin Val Trp Pro Leu Glu Pro Asp Ser Val Arg Thr Asn He C?s 
255 260 265 



cce tte agg gag gae cec cgc gca cac cag aac etc tgg caa gee qec 1092 
Pro Phe Arg Glu Asp Pro Arg Ala His Gin Asn Leu tI^ Gin Ila A^a 

275 280 

cga ctg cga etg ctg ace etg eag age tgg ctg etg gac gca ccg tge 1140 
Arg Leu Arg Leu Leu Thr Leu Gin Ser Trp Leu Leu Isp La Pro Cys 

290 295 300 

teg etg cec gca gaa geg gca ctg tgc tgg egg get ccg ggt ggg gac 1188 
ser Leu Pro Ala Glu Ala Ala Leu Cys Trp Arg Ala Pro lly Ify Isp 
305 310 

cec tgc cag eca etg gtc cea ccg ctt tec tgg gag aat gtc act cto 1236 
Pro cys Gin Pro Leu Val Pro Pro Leu Ser T^ 111 Asn vTl ^hr vll 
320 325 330 



gac gtg aae age teg gag aag etg eag etg eag gag tgc ttg tgg get 1284 
Asp val Asn ser Ser Glu Lys Leu Gin Leu Gin Glu C?s Leu tS III 
335 340 



gae tec ctg ggg cet etc aaa gac gat gtg eta etg ttg gag aca cqa 1332 
Asp ser Leu Gly Pro Leu Lys Asp Asp Val Leu Leu Leu Slu T^r Jrg 
350 355 3 



360 



oft r^^ ''''^ "^^^ "9 gaa cec agt ggc tgt 
Gly Pro Gin Asp Asn Arg Ser Leu Cys Ala Leu Glu Pro Ser Gly Cys 

370 375 380 

?hr m ilf V""" l^"" ^f"" ^''^ ^"=3 agg gca get ege ctt gga gag 

Thr Ser Leu Pro Ser Lys Ala Ser Thr Arg Ala Ala Arg Leu Gly Glu 

385 390 395 

tae tta eta caa gae etg eag tea ggc cag tgt ctg eag eta tgg gac 



1380 



1428 



1476 




11 



Tyr Leu Leu Gin Asp Leu Gin Ser Gly Gin Cys Leu Gin Leu Trp Asp 
4°° 405 410 

gat gac ttg gga gcg eta tgg gcc tgc ccc atg gac aaa tac ate eac 1524 
Asp Asp Leu Gly Ala Leu Trp Ala Cys Pro Met Asp Lys Tyr He His 
415 420 425 

aag cgc tgg gee etc gtg tgg etg gee tge eta ete ttt gee get gcg 1572 
Lys Arg Trp Ala Leu Val Trp Leu Ala Cys Leu Leu Phe Ala Ila Ila 
430 435 

ctt tec etc ate etc ctt ete aaa aag gat eac gcg aaa ggg tgg ctg 162 0 
Leu ser Leu He Leu Leu Leu Lys Lys Asp His Ala Lys Gly Leu 

450 455 



agg etc ttg aaa cag gac gtc cgc teg ggg gcg gee gee agg ggc ege 1668 
Arg Leu Leu Lys Gin Asp Val Arg Ser Gly Ala Ala Ala Arg Sly A^g 
^S5 470 475 

S ^^"^ ^""^ 9^=^ teg ggt tte gag cgc ctg 1716 

Ala Ala Leu Leu Leu Tyr Ser Ala Asp Asp Ser Gly Phe Glu Arg Leu 
S 485 490 

y v!? fn"" ^""^ ^'^'^ '=''9 ''^c cag ctg ccg ctg cgc gtg gcc 1764 

Ly Val Gly Ala Leu Ala Ser Ala Leu Cys Gin Leu Pro Leu Arg Val Ala 

W. 495 500 505 

v^^ IT t^"" ""^^ '"^'^ 9^9 ^^9 ggg ccc gtg get 1812 

Q val Asp Leu Trp Ser Arg Arg Glu Leu Ser Ala Gin Gly Pro Val Ala 

[i 515 520 

^ l^^ ^^"^ ^"^9 egg cgc cag ace etg cag gag ggc ggc gtg gtg i860 

m Trp Phe Hxs Ala Gin Arg Arg Gin Thr Leu Gin Glu lly lly vj. vll 
g "0 535 540 

v^^' il? 11"" l""^ '''''' 3^'' S'^S 9cg ctg tge age gag tgg eta 1908 

val Leu Leu Phe Ser Pro Gly Ala Val Ala Leu Cys Ser Glu Trp Leu 
545 550 555 

cag gat ggg gtg tec ggg ccc ggg gcg eac ggc ccg eac gac gcc tte 1956 
Gin Asp Gly Val Ser Gly Pro Gly Ala His Gly Pro His Lp Ila Phe 
560 565 570 

cgc gee teg etc age tge gtg ctg ccc gac tte ttg cag ggc egg gcg 
Arg Ala Ser Leu Ser Cys Val Leu Pro Asp Phe Leu Gin Gly A?g Ila 
575 580 585 

o^*" ^^"^ ^^'^ *'9C tte gac agg ctg etc cac ccg gac 

Pro Gly Ser Tyr Val Gly Ala Cys Phe Asp Arg Leu Leu His Pro Lp 

595 600 

lit f ^ o''^ f;"" '"^'^ ''^'^ ^""'^ 9tg cce gtc tte aea ctg ccc tec 

Ala val Pro Ala Leu Phe Arg Thr Val Pro Val Phe Thr Leu Pro Ser 

610 615 620 

caa ctg cea gac tte ctg ggg gcc ctg cag cag ect ege gcc ccg cgt 
Gin Leu Pro Asp Phe Leu Gly Ala Leu Gin Gin Pro Arg Ala Pro Arg 
625 630 635 

tec ggg egg etc caa gag aga gcg gag caa gtg tec egg gee ctt cag 2196 



2004 



2052 



2100 



2148 





y ^ 

I ; H 
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Ser Gly Arg Leu Gin Glu Arg Ala Glu Gin Val Ser Arg Ala Leu Gin 
640 645 650 

cca gcc ctg gat age tac ttc cat ccc ccg ggg acn tec geg ccg gga 2244 
Pro Ala Leu Asp Ser Tyr Phe His Pro Pro Gly Xaa Ser Ala Pro Gly 
655 660 665 

cgc ggg gtg gga cca ggg gcg gga cct ggg gcg ggg gac ggg act 22 89 

Arg Gly Val Gly Pro Gly Ala Gly Pro Gly Ala Gly Asp Gly Thr 
670 675 680 

taaataaagg cagacgctg 23 08 

<210> 8 
<211> 703 
<212> PRT 
<213> Unknown 



^ <400> 8 



Met Pro Val Pro Trp Phe Leu Leu Ser Leu Ala Leu Gly Arg Ser Gin 
-20 -15 -10 -5 

Trp lie Leu Ser Leu Glu Arg Leu Val Gly Pro Gin Asp Ala Thr His 
-11 5 10 

Cys Ser Pro Gly Leu Ser Cys Arg Leu Trp Asp Ser Asp lie Leu Cys 
15 20 25 

Leu Pro Gly Asp He Val Pro Ala Pro Gly Pro Val Leu Ala Pro Thr 
30 35 40 

His Leu Gin Thr Glu Leu Val Leu Arg Cys Gin Lys Glu Thr Asp Cys 
45 50 55 60 

Asp Leu Cys Leu Arg Val Ala Val His Leu Ala Val His Gly His Trp 
65 70 75 

Glu Glu Pro Glu Asp Glu Glu Lys Phe Gly Gly Ala Ala Asp Leu Gly 
80 85 90 

Val Glu Glu Pro Arg Asn Ala Ser Leu Gin Ala Gin Val Val Leu Ser 
95 100 105 

Phe Gin Ala Tyr Pro Thr Ala Arg Cys Val Leu Leu Glu Val Gin Val 
110 115 120 

Pro Ala Ala Leu Val Gin Phe Gly Gin Ser Val Gly Ser Val Val Tyr 
125 130 135 140 

Asp Cys Phe Glu Ala Ala Leu Gly Ser Glu Val Arg He Trp Ser Tyr 
145 150 155 

Thr Gin Pro Arg Tyr Glu Lys Glu Leu Asn His Thr Gin Gin Leu Pro 
160 165 170 

Asp Cys Arg Gly Leu Glu Val Trp Asn Ser He Pro Ser Cys Trp Ala 
175 180 185 

Leu Pro Trp Leu Asn Val Ser Ala Asp Gly Asp Asn Val His Leu Val 
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190 195 200 

Leu Asn Val Ser Glu Glu Gin His Phe Gly Leu Ser Leu Tyr Trp Asn 
205 210 215 220 

Gin Val Gin Gly Pro Pro Lys Pro Arg Trp His Lys Asn Leu Thr Gly 
225 230 235 

Pro Gin lie lie Thr Leu Asn His Thr Asp Leu Val Pro Cys Leu Cys 
240 245 250 

lie Gin Val Trp Pro Leu Glu Pro Asp Ser Val Arg Thr Asn lie Cys 
255 260 265 

Pro Phe Arg Glu Asp Pro Arg Ala His Gin Asn Leu Trp Gin Ala Ala 
270 275 280 

Arg Leu Arg Leu Leu Thr Leu Gin Ser Trp Leu Leu Asp Ala Pro Cys 
285 290 295 300 



Ser Leu Pro Ala Glu Ala Ala Leu Cys Trp Arg Ala Pro Gly Gly Asp 
^ 305 310 315 

yj Pro Cys Gin Pro Leu Val Pro Pro Leu Ser Trp Glu Asn Val Thr Val 

320 325 330 

rQ Asp Val Asn Ser Ser Glu Lys Leu Gin Leu Gin Glu Cys Leu Trp Ala 

335 340 345 

J=S Asp Ser Leu Gly Pro Leu Lys Asp Asp Val Leu Leu Leu Glu Thr Arg 

=^ 350 355 360 

: s S 

bj Gly Pro Gin Asp Asn Arg Ser Leu Cys Ala Leu Glu Pro Ser Gly Cys 

□ 365 370 375 380 

Thr Ser Leu Pro Ser Lys Ala Ser Thr Arg Ala Ala Arg Leu Gly Glu 
385 390 395 



Tyr Leu Leu Gin 
400 

Asp Asp Leu Gly 
415 

Lys Arg Trp Ala 
430 

Leu Ser Leu lie 
445 

Arg Leu Leu Lys 



Ala Ala Leu Leu 
480 

Val Gly Ala Leu 
495 



Asp Leu Gin Ser 



Ala Leu Trp Ala 
420 

Leu Val Trp Leu 
435 

Leu Leu Leu Lys 
450 

Gin Asp Val Arg 
465 

Leu Tyr Ser Ala 



Ala Ser Ala Leu 
500 



Gly Gin Cys Leu 
405 

Cys Pro Met Asp 



Ala Cys Leu Leu 
440 

Lys Asp His Ala 
455 

Ser Gly Ala Ala 
470 

Asp Asp Ser Gly 
485 

Cys Gin Leu Pro 



Gin Leu Trp Asp 
410 

Lys Tyr lie His 
425 

Phe Ala Ala Ala 



Lys Gly Trp Leu 
460 

Ala Arg Gly Arg 
475 

Phe Glu Arg Leu 
490 

Leu Arg Val Ala 
505 



Val Asp Leu Trp Ser Arg Arg Glu Leu Ser Ala Gin Gly Pro Val Ala 
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510 515 520 

Trp Phe His Ala Gin Arg Arg Gin Thr Leu Gin Glu Gly Gly Val Val 
525 530 535 540 

Val Leu Leu Phe Ser Pro Gly Ala Val Ala Leu Cys Ser Glu Trp Leu 
545 550 555 

Gin Asp Gly Val Ser Gly Pro Gly Ala His Gly Pro His Asp Ala Phe 
560 565 570 

Arg Ala Ser Leu Ser Cys Val Leu Pro Asp Phe Leu Gin Gly Arg Ala 
575 580 585 

Pro Gly Ser Tyr Val Gly Ala Cys Phe Asp Arg Leu Leu His Pro Asp 
590 595 600 

Ala Val Pro Ala Leu Phe Arg Thr Val Pro Val Phe Thr Leu Pro Ser 
605 610 615 620 

S Ala Leu Gin Gin Pro Arg Ala Pro Arg 

y 625 630 635 

= 5 s 

yj Ser Gly Arg Leu Gin Glu Arg Ala Glu Gin Val Ser Arg Ala Leu Gin 

TO 640 645 650 

g Pro Ala Leu Asp Ser Tyr Phe His Pro Pro Gly Xaa Ser Ala Pro Gly 

r" 655 660 665 

Arg Gly Val Gly Pro Gly Ala Gly Pro Gly Ala Gly Asp Gly Thr 
670 675 680 

LlI 

□ <210> 9 

<211> 2109 
<212> DNA 

<213> reverse translation 
<220> 

<221> misc_f eature 

<222> (1) . . (2109) 

<22 3> n may be a, c, g, or t 

<400> 9 



atgccngtnc 


cntggttyyt 


nytnwsnytn 


gcnytnggnm 


gnwsncartg 


gathytnwsn 


60 


ytngarmgny 


tngtnggncc 


ncargaygcn 


acncaytgyw 


snccnggnyt 


nwsntgymgn 


120 


ytntgggayw 


sngayathyt 


ntgyytnccn 


ggngayathg 


tnccngcncc 


nggnccngtn 


180 


ytngcnccna 


cncayytnca 


racngarytn 


gtnytnmgnt 


gycaraarga 


racngaytgy 


240 


gayytntgyy 


tnmgngtngc 


ngtncayytn 


gcngtncayg 


gncaytggga 


rgarccngar 


300 


gaygargara 


arttyggngg 


ngcngcngay 


ytnggngtng 


argarccnmg 


naaygcnwsn 


360 


ytncargcnc 


argtngtnyt 


nwsnttycar 


gcntayccna 


cngcnmgntg 


ygtnytnytn 


420 


gargtncarg 


tnccngcngc 


nytngtncar 


ttyggncarw 


sngtnggnws 


ngtngtntay 


480 
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gaytgyttyg argcngcnyt nggnwsngar gtnmgnatht ggwsntayac ncarccnmgn 54 0 
taygaraarg arytnaayca yacncarcar ytnccngayt gymgnggnyt ngargtntgg 600 
aaywsnathc cnwsntgytg ggcnytnccn tggytnaayg tnwsngcnga yggngayaay 660 
gtncayytng tnytnaaygt nwsngargar carcayttyg gnytnwsnyt ntaytggaay 72 0 
cargtncarg gnccnccnaa rccnmgntgg cayaaraayy tnacnggncc ncarathath 780 
acnytnaayc ayacngayyt ngtnccntgy ytntgyathc argtntggcc nytngarccn 84 0 
gaywsngtnm gnacnaayat htgyccntty mgngargayc cnmgngcnca ycaraayytn 900 
tggcargcng cnmgnytnmg nytnytnacn ytncarwsnt ggytnytnga ygcnccntgy 960 
wsnytnccng cngargcngc nytntgytgg mgngcnccng gnggngaycc ntgycarccn 102 0 
ytngtnccnc cnytnwsntg ggaraaygtn acngtngayg tnaaywsnws ngaraarytn 108 0 
carytncarg artgyytntg ggcngaywsn ytnggnccny tnaargayga ygtnytnytn 114 0 
ytngaracnm gnggnccnca rgayaaymgn wsnytntgyg cnytngarcc nwsnggntgy 12 00 
acnwsnytnc cnwsnaargc nwsnacnmgn gcngcnmgny tnggngarta yytnytncar 1260 
gayytncarw snggncartg yytncarytn tgggaygayg ayytnggngc nytntgggcn 132 0 
tgyccnatgg ayaartayat hcayaarmgn tgggcnytng tntggytngc ntgyytnytn 1380 
ttygcngcng cnytnwsnyt nathytnytn ytnaaraarg aycaygcnaa rggntggytn 144 0 
mgnytnytna arcargaygt nmgnwsnggn gcngcngcnm gnggnmgngc ngcnytnytn 15 0 0 
ytntaywsng cngaygayws nggnttygar mgnytngtng gngcnytngc nwsngcnytn 1560 
tgycarytnc cnytnmgngt ngcngtngay ytntggwsnm gnmgngaryt nwsngcncar 162 0 
ggnccngtng cntggttyca ygcncarmgn mgncaracny tncargargg nggngtngtn 1680 
gtnytnytnt tywsnccngg ngcngtngcn ytntgywsng artggytnca rgayggngtn 174 0 
wsnggnccng gngcncaygg nccncaygay gcnttymgng cnwsnytnws ntgygtnytn 180 0 
ccngayttyy tncarggnmg ngcnccnggn wsntaygtng gngcntgytt ygaymgnytn 1860 
ytncayccng aygcngtncc ngcnytntty mgnacngtnc cngtnttyac nytnccnwsn 192 0 
carytnccng ayttyytngg ngcnytncar carccnmgng cnccnmgnws nggnmgnytn 1980 
cargarmgng cngarcargt nwsnmgngcn ytncarccng cnytngayws ntayttycay 2 04 0 
ccnccnggna cnwsngcncc nggnmgnggn gtnggnccng gngcnggncc nggngcnggn 2100 
gayggnacn 2109 



<210> 10 
<211> 2314 
<212> DNA 





16 

<213> Unknovm 
<220> 

<223> Description of Unknown Organism: rodent; surmised 
Mus musculus 

<220> 
<221> CDS 

<222> (199) . . (2292) 
<220> 

<221> mat_jpeptide 
<222> (259) . . (2292) 

<400> 10 

ccaaatcgaa agcacgggag ctgatactgg gcctggagtc caggctcact ggagtgggga 60 

agcatggctg gagaggaatt ctagcccttg ctctctccca gggacacggg gctgattgto 12 0 

agcaggggcg aggggtctgc ccccccttgg gggggcagga cggggcctca ggcctgggtg 180 

ctgtccggca cctggaag atg cct gtg tec tgg ttc ctg ctg tec ttg gca 231 

Met Pro Val Ser Trp Phe Leu Leu Ser Leu Ala 
-20 -15 



ctg ggc cga aac cct gtg gtc gtc tct ctg gag aga ctg atg gag cct 
Leu Gly Arg Asn Pro Val Val Val Ser Leu Glu A?g Leu Mef Su Pro 



279 



-5 -1 1 



5 



^^'^ ^''^ ''^^ <=tc tec tgc cac etc tgg gat 327 

Gin Asp Thr Ala Arg Cys Ser Leu Gly Leu Ser cjs His Leu Asp 
^° 15 20 

ggt gac gtg etc tgc ctg cct gga age etc cag tet gee eca ggc cct 375 
Gly ASP val Leu Cys Leu Pro Gly Ser Leu Gin Ser Ala Pro Ify Pro 
2^ 30 35 

gtg eta gtg cct ace cgc ctg cag acg gag ctg gtg ctg agq tQt eca 
val Leu val Pro Thr Arg Leu Gin Thr Glu Leu Vl Leu Jf^ ^ys PrJ 

45 50 55 

cag aag aca gat tgc gee etc tgt gtc cgt gtg gtg gtc cac ttg qcc 
Gin Lys Thr Asp Cys Ala Leu Cys Val Arg Val Va! ?al His £eu ITa 
60 65 70 

S? H^o u^"" cct gaa gaa get gga aag tct gat tea 519 

Val HIS Gly His Trp Ala Glu Pro Glu Glu Ala Gly Lys Ser Lp Ser 
75 80 85 

gaa etc cag gag tet agg aac gee tct etc cag gee cag gtg qta etc qfi7 
Glu Leu Gin Glu Ser Arg Asn Ala Ser Leu Gin Ala Gin vj. Leu 

^° 95 100 



423 



471 



T"" lu"" ^""^ "^'^ """"^ ^''^ 9°^= tgt gee ctg ctg gag gtc caq 

ser Phe Gin Ala Tyr Pro He Ala Arg Cys Ala Leu Leu Ilu vll Gin 

110 115 

gtg cec get gac ctg gtg cag cet ggt cag tec gtg ggt tct gcg gta 
val Pro Ala Asp Leu Val Gin Pro Gly Gin Ser Va! Gly Ser Sa Vat 

125 130 135 



615 



663 
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ttt gac tgt ttc gag get agt ctt ggg get gag gta cag ate tgg tee 711 
Phe Asp Cys Phe Glu Ala Ser Leu Gly Ala Glu Val Gin He Trp Ser 
140 145 



150 



tae acg aag ccc agg tae cag aaa gag cte aac etc aca eag cag etg 759 
Tyr Thr Lys Pro Arg Tyr Gin Lys Glu Leu Asn Leu Thr Gin Gin Leu 
155 160 165 



cet gac tgc agg ggt ctt gaa gtc egg gac age ate cag age tge tgg 
Pro Asp Cys Arg Gly Leu Glu Val Arg Asp Ser He Gin Ser Cys Trp 
170 175 180 

gtc etg ccc tgg etc aat gtg tct aca gat ggt gac aat gtc ctt etg 
Val Leu Pro Trp Leu Asn Val Ser Thr Asp Gly Asp Asn Val Leu Leu 
185 190 195 

aca etg gat gtc tct gag gag cag gac ttt age ttc tta etg tae etg 
Thr Leu Asp Val Ser Glu Glu Gin Asp Phe Ser Phe Leu Leu Tyr Leu 
200 205 210 215 



tge att cag gtg tgg teg eta gag cea gac tct gag agg gtc gaa ttc 
Cys He Gin Val Trp Ser Leu Glu Pro Asp Ser Glu Arg Val Glu Phe 
250 255 260 

tgc eec ttc egg gaa gat ccc ggt gca eae agg aac etc tgg cae ata 
Cys Pro Phe Arg Glu Asp Pro Gly Ala His Arg Asn Leu Trp His He 



265 270 



275 



807 



855 



903 



cgt cea gtc ceg gat get cte aaa tee ttg tgg tae aaa aac etg act 951 
Arg Pro Val Pro Asp Ala Leu Lys Ser Leu Trp Tyr Lys Asn Leu Thr 
220 225 230 

gga cet eag aac att act tta aac cae aca gac etg gtt ccc tgc etc 999 
Gly Pro Gin Asn He Thr Leu Asn His Thr Asp Leu Val Pro Cys Leu 
235 240 245 



1047 



1095 



gee agg etg egg gta etg tec cea ggg gta tgg cag eta gat gcg cet 1143 
Ala Arg Leu Arg Val Leu Ser Pro Gly Val Trp Gin Leu Asp Ala Pro 
280 285 290 295 

tge tgt etg ceg ggc aag gta aca etg tgc tgg eag gca cea gac cag 1191 
Cys Cys Leu Pro Gly Lys Val Thr Leu Cys Trp Gin Ala Pro Asp Gin 
300 305 310 

agt eec tge cag cea ctt gtg cea cea gtg ccc cag aag aac gee act 1239 
Ser Pro Cys Gin Pro Leu Val Pro Pro Val Pro Gin Lys Asn Ala Thr 
315 320 325 

gtg aat gag eca caa gat ttc cag ttg gtg gca ggc cae ccc aac etc 1287 
Val Asn Glu Pro Gin Asp Phe Gin Leu Val Ala Gly His Pro Asn Leu 
330 335 340 

tgt gtc cag gtg age ace tgg gag aag gtt eag etg caa gcg tge ttg 13 3 5 
Cys Val Gin Val Ser Thr Trp Glu Lys Val Gin Leu Gin Ala Cys Leu 
345 350 355 

tgg get gac tec ttg ggg eec ttc aag gat gat atg etg tta gtg gag 1383 
Trp Ala Asp Ser Leu Gly Pro Phe Lys Asp Asp Met Leu Leu Val Glu 
360 365 370 375 
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atg aaa acc ggc etc aac aac aca tea gtc tgt gcc ttg gaa ccc agt 1431 
Met Lys Thr Gly Leu Asn Asn Thr Ser Val Cys Ala Leu Glu Pro Ser 
380 385 390 

ggc tgt aca cca ctg ccc age atg gcc tee acg aga get get cge ctg 1479 
Gly Cys Thr Pro Leu Pro Ser Met Ala Ser Thr Arg Ala Ala Arg Leu 
395 400 405 

gga gag gag ttg ctg caa gac tte cga tea cac eag tgt atg eag ctg 1527 
Gly Glu Glu Leu Leu Gin Asp Phe Arg Ser His Gin Cys Met Gin Leu 
410 415 420 

tgg aac gat gac aac atg gga teg eta tgg gcc tge ccc atg gac aag 1575 
Trp Asn Asp Asp Asn Met Gly Ser Leu Trp Ala Cys Pro Met Asp Lys 
425 430 435 

tae ate cac agg cge tgg gte eta gta tgg ctg gcc tge eta etc ttg 1623 
Tyr lie His Arg Arg Trp Val Leu Val Trp Leu Ala Cys Leu Leu Leu 
440 445 450 455 

get geg gcg ctt tte tte tte etc ctt eta aaa aag gac cge agg aaa 1671 
Ala Ala Ala Leu Phe Phe Phe Leu Leu Leu Lys Lys Asp Arg Arg Lys 
460 465 470 

gcg gee cgt ggc tec cge acg gee ttg etc etc cac tee gee gac gga 1719 
Ala Ala Arg Gly Ser Arg Thr Ala Leu Leu Leu His Ser Ala Asp Gly 
475 480 485 

9cg ggc tae gag cge ctg gtg gga gea ctg gcg tee geg ttg age eag 1767 
Ala Gly Tyr Glu Arg Leu Val Gly Ala Leu Ala Ser Ala Leu Ser Gin 
490 495 500 

atg cca ctg cge gtg gee gtg gac ctg tgg age cge cge gag ctg age 1815 
Met Pro Leu Arg Val Ala Val Asp Leu Trp Ser Arg Arg Glu Leu Ser 
505 510 515 

geg cac gga gee eta gcc tgg tte cac cac eag cga cge egt ate ctg 1863 
Ala His Gly Ala Leu Ala Trp Phe His His Gin Arg Arg Arg lie Leu 
520 525 530 535 

eag gag ggt ggc gtg gta ate ctt etc tte teg ccc geg gee gtg geg 1911 
Gin Glu Gly Gly Val Val lie Leu Leu Phe Ser Pro Ala Ala Val Ala 
540 545 550 

eag tgt eag eag tgg ctg eag etc cag aca gtg gag eee ggg ccg eat 1959 
Gin Cys Gin Gin Trp Leu Gin Leu Gin Thr Val Glu Pro Gly Pro His 
555 560 565 

gac gcc etc gee gcc tgg etc age tge gtg eta eee gat tte ctg caa 2007 
Asp Ala Leu Ala Ala Trp Leu Ser Cys Val Leu Pro Asp Phe Leu Gin 
570 575 580 

ggc egg gcg ace ggc cge tae gtc ggg gtc tae tte gac ggg ctg ctg 2055 
Gly Arg Ala Thr Gly Arg Tyr Val Gly Val Tyr Phe Asp Gly Leu Leu 
585 590 595 

cac eea gac tct gtg ccc tee ccg tte cge gte gcc ceg etc tte tec 2103 
His Pro Asp Ser Val Pro Ser Pro Phe Arg Val Ala Pro Leu Phe Ser 
600 605 610 615 
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if} 



ctg ccc teg cag ctg ccg get ttc ctg gat gca ctg cag gga ggc tgc 2151 
Leu Pro Ser Gin Leu Pro Ala Phe Leu Asp Ala Leu Gil Gly Ify 
"° 625 630 

ser ser ll^ p?^ S"^"^ 3*^9 gaa cga gtg acc cag 2199 

Ser Thr Ser Ala Gly Arg Pro Ala Asp Arg Val Glu Arg Val Thr Gin 
635 640 645 

gcg ctg egg tec gee ctg gac age tgt act tet age teg gaa gee cca 224 7 
Ala Leu Arg Ser Ala Leu Asp Ser Cys Thr Ser sir Ser Ilu Ha Pro 

655 660 



ggc tge tgc gag gaa tgg gae etg gga ccc tgc act aca eta aaa 

Gly Cys Cys Glu Glu Trp Asp Leu Gly Pro cjs Thr Thr Leu gIu 
665 670 675 

taaaageega tacagtatte et 



<210> 11 
01 <211> 698 

yj <212> PRT 

n=| <213> Unknown 



<400> 11 

Met Pro val Ser Trp Phe Leu Leu Ser Leu Ala Leu Gly Arg Asn Pro 



-10 .5 



val Val Val Ser Leu Glu Arg Leu Met Glu Pro Gin Asp Thr Ala Arg 
^ 5 10 

Cys Ser Leu Gly Leu Ser Cys His Leu Trp Asp Gly Asp Val Leu Cys 

20 25 

Leu Pro Gly Ser Leu Gin Ser Ala Pro Gly Pro Val Leu Val Pro Thr 

35 40 

Arg Leu Gin Thr Glu Leu Val Leu Arg Cys Pro Gin Lys Thr Asp Cys 

=° 55 ^0 

Ala Leu Cys Val Arg Val Val Val His Leu Ala Val His Gly His Trp 



65 70 75 



Ala Glu Pro Glu Glu Ala Gly Lys Ser Asp Ser Glu Leu Gin Glu Ser 
80 85 90 

Arg Asn Ala Ser Leu Gin Ala Gin Val Val Leu Ser Phe Gin Ala Tyr 
95 100 105 

Pro lie Ala Arg Cys Ala Leu Leu Glu Val Gin Val Pro Ala Asp Leu 

115 120 

val Gin Pro Gly Gin Ser Val Gly Ser Ala Val Phe Asp Cys Phe Glu 



125 

140 



130 135 



Ala Ser Leu Gly Ala Glu Val Gin He Trp Ser Tyr Thr Lys Pro Arg 
l'*5 150 155 

Tyr Gin Lys Glu Leu Asn Leu Thr Gin Gin Leu Pro Asp Cys Arg Gly 



2314 
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160 165 170 

Leu Glu Val Arg Asp Ser lie Gin Ser Cys Trp Val Leu Pro Trp Leu 
175 180 185 

Asn Val Ser Thr Asp Gly Asp Asn Val Leu Leu Thr Leu Asp Val Ser 
190 195 200 

Glu Glu Gin Asp Phe Ser Phe Leu Leu Tyr Leu Arg Pro Val Pro Asp 
205 210 215 220 

Ala Leu Lys Ser Leu Trp Tyr Lys Asn Leu Thr Gly Pro Gin Asn lie 
225 230 235 

Thr Leu Asn His Thr Asp Leu Val Pro Cys Leu Cys lie Gin Val Trp 
240 245 250 

Ser Leu Glu Pro Asp Ser Glu Arg Val Glu Phe Cys Pro Phe Arg Glu 
255 260 265 

Asp Pro Gly Ala His Arg Asn Leu Trp His lie Ala Arg Leu Arg Val 
270 275 280 

Leu Ser Pro Gly Val Trp Gin Leu Asp Ala Pro Cys Cys Leu Pro Gly 
285 290 295 300 

Lys Val Thr Leu Cys Trp Gin Ala Pro Asp Gin Ser Pro Cys Gin Pro 
305 310 315 

Leu Val Pro Pro Val Pro Gin Lys Asn Ala Thr Val Asn Glu Pro Gin 
320 325 330 

Asp Phe Gin Leu Val Ala Gly His Pro Asn Leu Cys Val Gin Val Ser 
335 340 345 

Thr Trp Glu Lys Val Gin Leu Gin Ala Cys Leu Trp Ala Asp Ser Leu 
350 355 360 

Gly Pro Phe Lys Asp Asp Met Leu Leu Val Glu Met Lys Thr Gly Leu 
365 370 375 380 

Asn Asn Thr Ser Val Cys Ala Leu Glu Pro Ser Gly Cys Thr Pro Leu 
385 390 395 

Pro Ser Met Ala Ser Thr Arg Ala Ala Arg Leu Gly Glu Glu Leu Leu 
400 405 410 

Gin Asp Phe Arg Ser His Gin Cys Met Gin Leu Trp Asn Asp Asp Asn 
415 420 425 

Met Gly Ser Leu Trp Ala Cys Pro Met Asp Lys Tyr lie His Arg Arg 
430 435 440 

Trp Val Leu Val Trp Leu Ala Cys Leu Leu Leu Ala Ala Ala Leu Phe 
445 450 455 460 

Phe Phe Leu Leu Leu Lys Lys Asp Arg Arg Lys Ala Ala Arg Gly Ser 
465 470 475 



Arg Thr Ala Leu Leu Leu His Ser Ala Asp Gly Ala Gly Tyr Glu Arg 
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480 485 490 

Leu Val Gly Ala Leu Ala Ser Ala Leu Ser Gin Met Pro Leu Arg Val 
495 500 505 

Ala Val Asp Leu Trp Ser Arg Arg Glu Leu Ser Ala His Gly Ala Leu 
510 515 520 

Ala Trp Phe His His Gin Arg Arg Arg lie Leu Gin Glu Gly Gly Val 
525 530 535 540 

Val lie Leu Leu Phe Ser Pro Ala Ala Val Ala Gin Cys Gin Gin Trp 
545 550 555 

Leu Gin Leu Gin Thr Val Glu Pro Gly Pro His Asp Ala Leu Ala Ala 
560 565 570 

Trp Leu Ser Cys Val Leu Pro Asp Phe Leu Gin Gly Arg Ala Thr Gly 
O 575 580 585 



01 



Arg Tyr Val Gly Val Tyr Phe Asp Gly Leu Leu His Pro Asp Ser Val 
590 595 600 

Pro Ser Pro Phe Arg Val Ala Pro Leu Phe Ser Leu Pro Ser Gin Leu 
^05 610 615 620 

Pro Ala Phe Leu Asp Ala Leu Gin Gly Gly Cys Ser Thr Ser Ala Gly 
625 630 635 

Arg Pro Ala Asp Arg Val Glu Arg Val Thr Gin Ala Leu Arg Ser Ala 
640 645 650 

Leu Asp Ser Cys Thr Ser Ser Ser Glu Ala Pro Gly Cys Cys Glu Glu 
655 660 665 

Trp Asp Leu Gly Pro Cys Thr Thr Leu Glu 
670 675 



<210> 12 
<211> 2094 
<212> DNA 

<213> reverse translation 
<220> 

<221> misc_f eature 

<222> (1) . . (2094) 

<223> n may be a, c, g, or t 

<400> 12 

atgccngtnw sntggttyyt nytnwsnytn gcnytnggnm gnaayccngt ngtngtnwsn 60 
ytngarmgny tnatggarcc ncargayacn gcnmgntgyw snytnggnyt nwsntgycay 12 0 
ytntgggayg gngaygtnyt ntgyytnccn ggnwsnytnc arwsngcncc nggnccngtn 180 
ytngtnccna cnmgnytnca racngarytn gtnytnmgnt gyccncaraa racngaytgy 240 
gcnytntgyg tnmgngtngt ngtncayytn gcngtncayg gncaytgggc ngarccngar 300 
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gargcnggna arwsngayws ngarytncar garwsnmgna aygcnwsnyt ncargcncar 360 
gtngtnytnw snttycargc ntayccnath gcnmgntgyg cnytnytnga rgtncargtn 42 0 
ccngcngayy tngtncarcc nggncarwsn gtnggnwsng cngtnttyga ytgyttygar 480 
gcnwsnytng gngcngargt ncarathtgg wsntayacna arccnmgnta ycaraargar 54 0 
ytnaayytna cncarcaryt nccngaytgy mgnggnytng argtnmgnga ywsnathcar 600 
wsntgytggg tnytnccntg gytnaaygtn wsnacngayg gngayaaygt nytnytnacn 66 0 
ytngaygtnw sngargarca rgayttywsn ttyytnytnt ayytnmgncc ngtnccngay 72 0 
gcnytnaarw snytntggta yaaraayytn acnggnccnc araayathac nytnaaycay 780 
acngayytng tnccntgyyt ntgyathcar gtntggwsny tngarccnga ywsngarmgn 84 0 
gtngarttyt gyccnttymg ngargayccn ggngcncaym gnaayytntg gcayathgcn 900 
mgnytnmgng tnytnwsncc nggngtntgg carytngayg cnccntgytg yytnccnggn 96 0 
aargtnacny tntgytggca rgcnccngay carwsnccnt gycarccnyt ngtnccnccn 102 0 
gtnccncara araaygcnac ngtnaaygar ccncargayt tycarytngt ngcnggncay 1080 
ccnaayytnt gygtncargt nwsnacntgg garaargtnc arytncargc ntgyytntgg 114 0 
gcngaywsny tnggnccntt yaargaygay atgytnytng tngaratgaa racnggnytn 12 0 0 
aayaayacnw sngtntgygc nytngarccn wsnggntgya cnccnytncc nwsnatggcn 12 6 0 
wsnacnmgng cngcnmgnyt nggngargar ytnytncarg ayttymgnws ncaycartgy 132 0 
atgcarytnt ggaaygayga yaayatgggn wsnytntggg cntgyccnat ggayaartay 13 8 0 
athcaymgnm gntgggtnyt ngtntggytn gcntgyytny tnytngcngc ngcnytntty 1440 
ttyttyytny tnytnaaraa rgaymgnmgn aargcngcnm gnggnwsnmg nacngcnytn 1500 
ytnytncayw sngcngaygg ngcnggntay garmgnytng tnggngcnyt ngcnwsngcn 15 6 0 
ytnwsncara tgccnytnmg ngtngcngtn gayytntggw snmgnmgnga rytnwsngcn 162 0 
cayggngcny tngcntggtt ycaycaycar mgnmgnmgna thytncarga rggnggngtn 1680 
gtnathytny tnttywsncc ngcngcngtn gcncartgyc arcartggyt ncarytncar 174 0 
acngtngarc cnggnccnca ygaygcnytn gcngcntggy tnwsntgygt nytnccngay 18 00 
ttyytncarg gnmgngcnac nggnmgntay gtnggngtnt ayttygaygg nytnytncay 1860 
ccngaywsng tnccnwsncc nttymgngtn gcnccnytnt tywsnytncc nwsncarytn 192 0 
ccngcnttyy tngaygcnyt ncarggnggn tgywsnacnw sngcnggnmg nccngcngay 1980 
mgngtngarm gngtnacnca rgcnytnmgn wsngcnytng aywsntgyac nwsnwsnwsn 2 04 0 
gargcnccng gntgytgyga rgartgggay ytnggnccnt gyacnacnyt ngar 2 094 





f y 



23 



<210> 13 
<211> 2786 
<212> DNA 
<213> Unknown 

<220> 

<223> Description of Unknown Organism: primate; surmised 
Homo sapiens 

<220> 

<221> CDS 

<222> (70) . . (2283) 

<220> 

<221> mat_peptide 
<222> (118) . . (2283) 

<220> 

<221> misc__f eature 
<222> (9) . . (134) 

<223> Xaa translation (9, 18,26, 109,120, 134) depends 
on genetic code 

<400> 13 

cccacgcntc cgggccagca gcgggcggcc ggggcgcaga gaacggcctg gctgggcgag 60 

cgcacggcc atg gcc ccg tgg ctg cag etc tgc tec gtc ttc ttt acg gtc 111 
Met Ala Pro Trp Leu Gin Leu Cys Ser Val Phe Phe Thr Val 
-15 -10 -5 

aac gcc tgc etc aac gge teg cag ctg get gtn gcc get gge ggg tec 159 
Asn Ala Cys Leu Asn Gly Ser Gin Leu Ala Xaa Ala Ala Gly Gly Ser 
-11 5 10 

gge cgc gcg cng gge gee gae ace tgt age tgg ang gga gtg ggg eca 2 07 
Gly Arg Ala Xaa Gly Ala Asp Thr Cys Ser Trp Xaa Gly Val Gly Pro 
15 20 25 30 

gee age aga aac agt ggg ctg tac aac ate ace ttc aaa tat gae aat 255 
Ala Ser Arg Asn Ser Gly Leu Tyr Asn lie Thr Phe Lys Tyr Asp Asn 
35 40 45 

tgt ace acc tac ttg aat eca gtg ggg aag eat gtg att get gae gcc 3 03 
Cys Thr Thr Tyr Leu Asn Pro Val Gly Lys His Val lie Ala Asp Ala 
50 55 60 

cag aat ate acc ate age cag tat get tgc cat gae caa gtg gea gtc 351 
Gin Asn lie Thr He Ser Gin Tyr Ala Cys His Asp Gin Val Ala Val 
65 70 75 



ace att ctt tgg tec cea ggg gee etc gge ate gaa ttc ctg aaa gga 
Thr He Leu Trp Ser Pro Gly Ala Leu Gly He Glu Phe Leu Lys Gly 
80 85 90 



399 



ttt egg gta ata ctg gag gag ctg aag teg gag gga aga cag nge caa 447 
Phe Arg Val He Leu Glu Glu Leu Lys Ser Glu Gly Arg Gin Xaa Gin 
95 100 105 110 



caa ctg att eta aag gat ccg aag cag nte aac agt age ttc aaa aga 



495 
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Gin Leu lie Leu Lys Asp Pro Lys Gin Xaa Asn Ser Ser Phe Lys Arg 
115 120 125 

act gga atg gaa tct caa cct ttn ctg aat atg aaa ttt gaa acg gat 543 
Thr Gly Met Glu Ser Gin Pro Xaa Leu Asn Met Lys Phe Glu Thr Asp 
130 135 140 

tat ttc gta agg ttg tec ttt tec ttc att aaa aac gaa age aat tae 591 
Tyr Phe Val Arg Leu Ser Phe Ser Phe lie Lys Asn Glu Ser Asn Tyr 
145 150 155 

cac eet ttc ttc ttt aga ace cga gee tgt gac ctg ttg tta cag ceg 639 
His Pro Phe Phe Phe Arg Thr Arg Ala Cys Asp Leu Leu Leu Gin Pro 
160 165 170 

gac aat eta get tgt aaa ccc ttc tgg aag cct egg aac ctg aac ate 687 
Asp Asn Leu Ala Cys Lys Pro Phe Trp Lys Pro Arg Asn Leu Asn lie 
175 180 185 190 

age cag cat ggc teg gac atg cag gtg tec ttc gac cac gca ccg cac 735 
Ser Gin His Gly Ser Asp Met Gin Val Ser Phe Asp His Ala Pro His 
195 200 205 

aac ttc ggc ttc cgt ttc ttc tat ett cac tae aag etc aag cac gaa 783 
Asn Phe Gly Phe Arg Phe Phe Tyr Leu His Tyr Lys Leu Lys His Glu 
210 215 220 

gga cct ttc aag cga aag ace tgt aag cag gag caa act aca gag atg 831 
Gly Pro Phe Lys Arg Lys Thr Cys Lys Gin Glu Gin Thr Thr Glu Met 
225 230 235 

acc age tge etc ett caa aat gtt tct cea ggg gat tat ata att gag 879 
Thr Ser Cys Leu Leu Gin Asn Val Ser Pro Gly Asp Tyr lie lie Glu 
240 245 250 

Ctg gtg gat gac act aac aca aca aga aaa gtg atg cat tat gee tta 927 
Leu Val Asp Asp Thr Asn Thr Thr Arg Lys Val Met His Tyr Ala Leu 
255 260 265 270 

aag cea gtg cac tec ccg tgg gee ggg ccc ate aga gee gtg gee ate 975 
Lys Pro Val His Ser Pro Trp Ala Gly Pro lie Arg Ala Val Ala lie 
275 280 285 

aca gtg cea ctg gta gtc ata teg gca ttc gcg acg etc ttc act gtg 1023 
Thr Val Pro Leu Val Val He Ser Ala Phe Ala Thr Leu Phe Thr Val 
290 295 300 

atg tge egc aag aag caa caa gaa aat ata tat tea cat tta gat gaa 1071 
Met Cys Arg Lys Lys Gin Gin Glu Asn lie Tyr Ser His Leu Asp Glu 
305 310 315 

gag age tct gag tct tec aca tae act gca gca etc eca aga gag agg 1119 
Glu Ser Ser Glu Ser Ser Thr Tyr Thr Ala Ala Leu Pro Arg Glu Arg 
320 325 330 

etc egg ccg egg ccg aag gtc ttt etc tge tat tee agt aaa gat ggc 1167 
Leu Arg Pro Arg Pro Lys Val Phe Leu Cys Tyr Ser Ser Lys Asp Gly 
335 340 345 350 

cag aat cac atg aat gtc gtc cag tgt ttc gee tac ttc etc cag gac 1215 
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Gin Asn His Met Asn Val Val Gin Cys Phe Ala Tyr Phe Leu Gin Asp 

355 360 365 

ttc tgt ggc tgt gag gtg get ctg gac ctg tgg gaa gac ttc age etc 

Phe Cys Gly Cys Glu Val Ala Leu Asp Leu Trp Glu Asp Phe Ser Leu 

370 375 380 

tgt aga gaa ggg eag aga gaa tgg gtc ate cag aag ate cac gag tee 

Cys Arg Glu Gly Gin Arg Glu Trp Val lie Gin Lys He His Glu Ser 
385 390 395 



ttc gaa aag eag ttc gtt cec ttc eat ect cet eca ctg cge tac egg 
Phe Glu Lys Gin Phe Val Pro Phe His Pro Pro Pro Leu Arg Tyr Arg 
545 550 555 

gag cca gtc ttg gag aaa ttt gat teg ggc ttg gtt tta aat gat gtc 
Glu Pro Val Leu Glu Lys Phe Asp Ser Gly Leu Val Leu Asn Asp Val 
560 565 

atg tge aaa eca ggg cet gag agt gac ttc tgc eta aag gta gag geg 
Met Cys Lys Pro Gly Pro Glu Ser Asp Phe Cys Leu Lys Val Glu Ala 
^'75 580 585 590 

get gtt ctt ggg gea ace gga cca gee gac tec cag cac gag agt eag 



1263 



1311 



cag ttc ate att gtg gtt tgt tec aaa ggt atg aag tac ttt gtg gac 1359 
Gin Phe He He Val Val Cys Ser Lys Gly Met Lys Tyr Phe Val Asp 
400 405 410 

aag aag aac tac aaa cac aaa gga ggt ggc ega ggc teg ggg aaa gga 14 0 7 
Lys Lys Asn Tyr Lys His Lys Gly Gly Gly Arg Gly Ser Gly Lys Gly 
^ 415 420 425 430 

^ gag etc ttc ctg gtg geg gtg tea gee att gee gaa aag etc cge eag 1455 

^ Glu Leu Phe Leu Val Ala Val Ser Ala He Ala Glu Lys Leu Arg Gin 

m 435 440 445 

g gee aag eag agt teg tec geg geg etc age aag ttt ate gee gtc tac 1503 

r: Ala Lys Gin Ser Ser Ser Ala Ala Leu Ser Lys Phe He Ala Val Tyr 

450 455 4gQ 

ttt gat tat tec tgc gag gga gac gtc ecc ggt ate eta gac ctg agt 1551 
Phe Asp Tyr Ser Cys Glu Gly Asp Val Pro Gly He Leu Asp Leu Ser 
465 470 475 

ace aag tac aga etc atg gac aat ctt cet cag etc tgt tec cac ctg 1599 
Thr Lys Tyr Arg Leu Met Asp Asn Leu Pro Gin Leu Cys Ser His Leu 
480 485 490 

cac tee ega gac cac ggc etc cag gag eeg ggg cag cac acg cga cag 1647 
His Ser Arg Asp His Gly Leu Gin Glu Pro Gly Gin His Thr Arg Gin 

500 505 510 

ggc age aga agg aac tac ttc egg age aag tea ggc egg tec eta tac 1695 
Gly Ser Arg Arg Asn Tyr Phe Arg Ser Lys Ser Gly Arg Ser Leu Tyr 
515 520 525 

gtc gee att tge aac atg cac cag ttt att gac gag gag cec gac tgg 1743 
Val Ala He Cys Asn Met His Gin Phe He Asp Glu Glu Pro Asp Trp 
530 535 54Q 



1791 



1839 



1887 



1935 
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Ala Val Leu Gly Ala Thr Gly Pro Ala Asp Ser Gin His Glu Ser Gin 
595 600 605 

cat ggg ggc ctg gac caa gac ggg gag gcc egg cct gee ctt gac ggt 
His Gly Gly Leu Asp Gin Asp Gly Glu Ala Arg Pro Ala Leu Asp Gly 
610 615 620 



1983 



age gcc gcc ctg caa ecc ctg ctg cae acg gtg aaa gee gge age cec 2 031 
Ser Ala Ala Leu Gin Pro Leu Leu His Thr Val Lys Ala Gly Ser Pro 
625 630 635 

teg gac atg ecg egg gac tea ggc ate tat gac teg tct gtg cec tea 2079 
Ser Asp Met Pro Arg Asp Ser Gly He Tyr Asp Ser Ser Val Pro Ser 
640 645 650 

tec gag ctg tct ctg eca ctg atg gaa gga etc teg acg gac cag aca 212 7 
Ser Glu Leu Ser Leu Pro Leu Met Glu Gly Leu Ser Thr Asp Gin Thr 
655 660 665 670 

gaa acg tct tec ctg acg gag age gtg tee tec tct tea ggc ctg ggt 2175 
Glu Thr Ser Ser Leu Thr Glu Ser Val Ser Ser Ser Ser Gly Leu Gly 
675 680 685 

gag gag gaa cct cct gee ctt cct tee aag etc etc tct tct ggg tea 2223 
Glu Glu Glu Pro Pro Ala Leu Pro Ser Lys Leu Leu Ser Ser Gly Ser 
690 695 700 

tge aaa gea gat ctt ggt tge ege age tac act gat gaa etc cae gcg 2271 
Cys Lys Ala Asp Leu Gly Cys Arg Ser Tyr Thr Asp Glu Leu His Ala 
705 710 715 

gte gee cct ttg taacaaaacg aaagagteta agcattgcea etttagctge 2323 
Val Ala Pro Leu 
720 

tgcetceetc tgattcccea gctcatetec ctggttgcat ggcecaettg gagctgaggt 2383 
etcatacaag gatatttgga gtgaaatget ggecagtact tgttetceet tgceccaace 2443 
etttacegga tatettgaca aacteteeaa ttttctaaaa tgatatggag etetgaaagg 2503 
eatgtccata aggtetgaca acagcttgee aaatttggtt agtecttgga tcagageetg 2563 
ttgtgggagg tagggaggaa atatgtaaag aaaaaeagga agatacctgc aetaatcatt 2 62 3 
cagactteat tgagctctgc aaactttgee tgtttgetat tggctacctt gatttgaaat 2683 
gctttgtgaa aaaaggcact tttaacatca tagccacaga aateaagtgc cagtctatct 2743 
ggaatecatg ttgtattgca gataatgtte tcatttattt ttg 2786 

<210> 14 
<211> 738 
<212> PRT 
<213> Unknovm 

<400> 14 

Met Ala Pro Trp Leu Gin Leu Cys Ser Val Phe Phe Thr Val Asn Ala 
-15 -10 -5 -1 



t 
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Cys Leu Asn Gly Ser Gin Leu Ala Xaa Ala Ala Gly Gly Ser Gly Arg 
15 10 15 

Ala Xaa Gly Ala Asp Thr Cys Ser Trp Xaa Gly Val Gly Pro Ala Ser 
20 25 30 

Arg Asn Ser Gly Leu Tyr Asn lie Thr Phe Lys Tyr Asp Asn Cys Thr 
35 40 45 

Thr Tyr Leu Asn Pro Val Gly Lys His Val lie Ala Asp Ala Gin Asn 
50 55 60 

lie Thr lie Ser Gin Tyr Ala Cys His Asp Gin Val Ala Val Thr lie 
65 70 75 80 

Leu Trp Ser Pro Gly Ala Leu Gly He Glu Phe Leu Lys Gly Phe Arg 
85 90 95 

Val He Leu Glu Glu Leu Lys Ser Glu Gly Arg Gin Xaa Gin Gin Leu 
100 105 110 

He Leu Lys Asp Pro Lys Gin Xaa Asn Ser Ser Phe Lys Arg Thr Gly 
m 120 125 

rr Met Glu Ser Gin Pro Xaa Leu Asn Met Lys Phe Glu Thr Asp Tyr Phe 
^ 130 135 140 

p Val Arg Leu Ser Phe Ser Phe He Lys Asn Glu Ser Asn Tyr His Pro 

yf 145 150 155 160 

HI 

Ly Phe Phe Phe Arg Thr Arg Ala Cys Asp Leu Leu Leu Gin Pro Asp Asn 

f4 165 170 175 

^ Leu Ala Cys Lys Pro Phe Trp Lys Pro Arg Asn Leu Asn He Ser Gin 

180 185 190 

His Gly Ser Asp Met Gin Val Ser Phe Asp His Ala Pro His Asn Phe 
195 200 205 

Gly Phe Arg Phe Phe Tyr Leu His Tyr Lys Leu Lys His Glu Gly Pro 
210 215 220 

Phe Lys Arg Lys Thr Cys Lys Gin Glu Gin Thr Thr Glu Met Thr Ser 
225 230 235 240 

Cys Leu Leu Gin Asn Val Ser Pro Gly Asp Tyr He He Glu Leu Val 
245 250 255 

Asp Asp Thr Asn Thr Thr Arg Lys Val Met His Tyr Ala Leu Lys Pro 
260 265 270 

Val His Ser Pro Trp Ala Gly Pro He Arg Ala Val Ala He Thr Val 
275 280 285 

Pro Leu Val Val He Ser Ala Phe Ala Thr Leu Phe Thr Val Met Cys 
290 295 300 



Arg Lys Lys Gin Gin Glu Asn He Tyr Ser His Leu Asp Glu Glu Ser 
305 310 315 320 
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Ser Glu Ser Ser Thr Tyr Thr Ala Ala Leu Pro Arg Glu Arg Leu Arg 
325 330 335 

Pro Arg Pro Lys Val Phe Leu Cys Tyr Ser Ser Lys Asp Gly Gin Asn 
340 345 350 

His Met Asn Val Val Gin Cys Phe Ala Tyr Phe Leu Gin Asp Phe Cys 
355 360 365 

Gly Cys Glu Val Ala Leu Asp Leu Trp Glu Asp Phe Ser Leu Cys Arg 
370 375 380 

Glu Gly Gin Arg Glu Trp Val He Gin Lys He His Glu Ser Gin Phe 
385 390 395 400 

He He Val Val Cys Ser Lys Gly Met Lys Tyr Phe Val Asp Lys Lys 
405 410 415 

Asn Tyr Lys His Lys Gly Gly Gly Arg Gly Ser Gly Lys Gly Glu Leu 
420 425 430 

Phe Leu Val Ala Val Ser Ala He Ala Glu Lys Leu Arg Gin Ala Lys 
435 440 445 

Gin Ser Ser Ser Ala Ala Leu Ser Lys Phe He Ala Val Tyr Phe Asp 
450 455 460 

Tyr Ser Cys Glu Gly Asp Val Pro Gly He Leu Asp Leu Ser Thr Lys 
465 470 475 480 

Tyr Arg Leu Met Asp Asn Leu Pro Gin Leu Cys Ser His Leu His Ser 
485 490 495 

Arg Asp His Gly Leu Gin Glu Pro Gly Gin His Thr Arg Gin Gly Ser 
500 505 510 

Arg Arg Asn Tyr Phe Arg Ser Lys Ser Gly Arg Ser Leu Tyr Val Ala 
515 520 525 

He Cys Asn Met His Gin Phe He Asp Glu Glu Pro Asp Trp Phe Glu 
530 535 540 

Lys Gin Phe Val Pro Phe His Pro Pro Pro Leu Arg Tyr Arg Glu Pro 
545 550 555 560 

Val Leu Glu Lys Phe Asp Ser Gly Leu Val Leu Asn Asp Val Met Cys 
565 570 575 

Lys Pro Gly Pro Glu Ser Asp Phe Cys Leu Lys Val Glu Ala Ala Val 
580 585 590 

Leu Gly Ala Thr Gly Pro Ala Asp Ser Gin His Glu Ser Gin His Gly 
595 600 605 

Gly Leu Asp Gin Asp Gly Glu Ala Arg Pro Ala Leu Asp Gly Ser Ala 
610 615 620 

Ala Leu Gin Pro Leu Leu His Thr Val Lys Ala Gly Ser Pro Ser Asp 
^25 630 635 640 



Met Pro Arg Asp Ser Gly He Tyr Asp Ser Ser Val Pro Ser Ser Glu 
645 650 655 

Leu ser Leu Pro Leu Met Glu Gly Leu Ser Thr Asp Gin Thr Glu Thr 
560 665 670 

Ser Ser Leu Thr Glu Ser Val Ser Ser Ser Ser Gly Leu Gly Glu Glu 
675 680 685 

Glu Pro Pro Ala Leu Pro Ser Lys Leu Leu Ser Ser Gly Ser Cys Lys 

695 700 



Ala Asp Leu Gly Cys Arg Ser Tyr Thr Asp Glu Leu His Ala Val Ala 
Pro Leu 



715 720 



<210> 15 
<211> 2214 
<212> DNA 

<213> reverse translation 
<220> 

<221> misc_f eature 

<222> (1) . . (2214) 

<223> n may be a, c, g, or t 

<400> 15 

atggcnccnt ggytncaryt ntgywsngtn ttyttyacng tnaaygcntg yytnaayggn 60 
wsncarytng cngtngcngc nggnggnwsn ggnmgngcnn nnggngcnga yacntgywsn 12 0 
tggnnnggng tnggnccngc nwsnmgnaay wsnggnytnt ayaayathac nttyaartay 180 
gayaaytgya cnacntayyt naayccngtn ggnaarcayg tnathgcnga ygcncaraay 24 0 
athacnathw sncartaygc ntgycaygay cargtngcng tnacnathyt ntggwsnccn 300 
ggngcnytng gnathgartt yytnaarggn ttymgngtna thytngarga rytnaarwsn 360 
garggnmgnc arnnncarca rytnathytn aargayccna arcarnnnaa ywsnwsntty 42 0 
aarmgnacng gnatggarws ncarccnnnn ytnaayatga arttygarac ngaytaytty 480 
gtnmgnytnw snttywsntt yathaaraay garwsnaayt aycayccntt yttyttymgn 54 0 
acnmgngcnt gygayytnyt nytncarccn gayaayytng cntgyaarcc nttytggaar 600 
ccnmgnaayy tnaayathws ncarcayggn wsngayatgc argtnwsntt ygaycaygcn 660 
ccncayaayt tyggnttymg nttyttytay ytncaytaya arytnaarca ygarggnccn 720 
ttyaarmgna aracntgyaa rcargarcar acnacngara tgacnwsntg yytnytncar 780 
aaygtnwsnc cnggngayta yathathgar ytngtngayg ayacnaayac nacnmgnaar 840 
gtnatgcayt aygcnytnaa rccngtncay wsnccntggg cnggnccnat hmgngcngtn 900 



f • 
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gcnathacng tnccnytngt ngtnathwsn gcnttygcna cnytnttyac ngtnatgtgy 960 
mgnaaraarc arcargaraa yathtaywsn cayytngayg argarwsnws ngarwsnwsn 1020 
acntayacng cngcnytncc nmgngarmgn ytnmgnccnm gnccnaargt nttyytntgy 1080 
taywsnwsna argayggnca raaycayatg aaygtngtnc artgyttygc ntayttyytn 114 0 
cargayttyt gyggntgyga rgtngcnytn gayytntggg argayttyws nytntgymgn 12 0 0 
garggncarm gngartgggt nathcaraar athcaygarw sncarttyat hathgtngtn 12 60 
tgywsnaarg gnatgaarta yttygtngay aaraaraayt ayaarcayaa rggnggnggn 1320 
mgnggnwsng gnaarggnga rytnttyytn gtngcngtnw sngcnathgc ngaraarytn 13 8 0 
mgncargcna arcarwsnws nwsngcngcn ytnwsnaart tyathgcngt ntayttygay 144 0 
taywsntgyg arggngaygt nccnggnath ytngayytnw snacnaarta ymgnytnatg 1500 
gayaayytnc cncarytntg ywsncayytn caywsnmgng aycayggnyt ncargarccn 1560 
ggncarcaya cnmgncargg nwsnmgnmgn aaytayttym gnwsnaarws nggnmgnwsn 162 0 
ytntaygtng cnathtgyaa yatgcaycar ttyathgayg argarccnga ytggttygar 1680 
aarcarttyg tnccnttyca yccnccnccn ytnmgntaym gngarccngt nytngaraar 1740 
ttygaywsng gnytngtnyt naaygaygtn atgtgyaarc cnggnccnga rwsngaytty 1800 
tgyytnaarg tngargcngc ngtnytnggn gcnacnggnc cngcngayws ncarcaygar 1860 
wsncarcayg gnggnytnga ycargayggn gargcnmgnc cngcnytnga yggnwsngcn 192 0 
gcnytncarc cnytnytnca yacngtnaar gcnggnwsnc cnwsngayat gccnmgngay 1980 
wsnggnatht aygaywsnws ngtnccnwsn wsngarytnw snytnccnyt natggarggn 2 04 0 
ytnwsnacng aycaracnga racnwsnwsn ytnacngarw sngtnwsnws nwsnwsnggn 210 0 
ytnggngarg argarccncc ngcnytnccn wsnaarytny tnwsnwsngg nwsntgyaar 2160 
gcngayytng gntgymgnws ntayacngay garytncayg cngtngcncc nytn 2 214 

<210> 16 
<211> 2012 
<212> DNA 
<213> Unknown 

<220> 

<223> Description of Unknown Organism : primate ; surmised 
Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . (1971) 

<220> 
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<221> mat_j>eptide 
<222> (70) . . (1971) 

<400> 16 

atg ggg age tec aga etg gea gee ctg etc ctg ect etc cte cte ata 
Met Gly Ser Ser Arg Leu Ala Ala Leu Leu Leu Pro Leu Leu Leu lie 
-20 -15 -10 

gtc ate gae etc tct gac tct get ggg att gge ttt cge cac etg ecc 
Val He Asp Leu Ser Asp Ser Ala Gly He Gly Phe Arg His Leu Pro 
-5 -11 5 

cae tgg aae aee cge tgt cet etg gee tec cac aeg gaa gtt etg ect 
His Trp Asn Thr Arg Cys Pro Leu Ala Ser His Thr Glu Val Leu Pro 
^0 15 20 25 

ata tee ett gee gea cet ggt ggg eee tct tct cea caa age ctt ggt 
He Ser Leu Ala Ala Pro Gly Gly Pro Ser Ser Pro Gin Ser Leu Gly 
30 - 35 40 

gtg tge gag tct ggc act gtt ecc get gtt tgt gee age ate tge tgt 
Val Cys Glu Ser Gly Thr Val Pro Ala Val Cys Ala Ser He Cys Cys 
45 50 55 

cag gtg get eag gtc ttc aae ggg gcc tct tee aee tee tgg tge aga 
Gin Val Ala Gin Val Phe Asn Gly Ala Ser Ser Thr Ser Trp Cys Arg 
60 65 70 



eag cac ctg etc aga gga age tge tge etc gtc gtc aee tgt etg aga 
Gin His Leu Leu Arg Gly Ser Cys Cys Leu Val Val Thr Cys Leu Arg 



90 95 100 



105 



48 



96 



144 



192 



240 



288 



aat cea aaa agt ett cea cat tea agt tct ata gga gac aca aga tge 336 
Asn Pro Lys Ser Leu Pro His Ser Ser Ser He Gly Asp Thr Arg Cys 
75 80 85 



384 



432 



480 



528 



aga gee ate aca ttt cea tec ect ecc cag aca tet eee aca agg gac 
Arg Ala He Thr Phe Pro Ser Pro Pro Gin Thr Ser Pro Thr Arg Asp 
110 115 120 

ttc get eta aaa gga ecc aae ctt egg ate eag aga cat ggg aaa gtc 
Phe Ala Leu Lys Gly Pro Asn Leu Arg He Gin Arg His Gly Lys Val 
125 130 135 

ttc cea gat tgg act cac aaa gge atg gag gtg ggc act ggg tae aae 
Phe Pro Asp Trp Thr His Lys Gly Met Glu Val Gly Thr Gly Tyr Asn 
140 145 150 

agg aga tgg gtt eag etg agt ggt gga ecc gag ttc tec ttt gat ttg 576 
Arg Arg Trp Val Gin Leu Ser Gly Gly Pro Glu Phe Ser Phe Asp Leu 
155 160 165 

etg cet gag gcc egg get att egg gtg aee ata tet tea ggc cet gag 624 
Leu Pro Glu Ala Arg Ala He Arg Val Thr He Ser Ser Gly Pro Glu 
170 175 180 185 



gtc age gtg egt ctt tgt cae eag tgg gea etg gag tgt gaa gag ctg 
Val Ser Val Arg Leu Cys His Gin Trp Ala Leu Glu Cys Glu Glu Leu 
190 195 200 



672 




32 



age agt ccc tat gat gtc cag aaa att gtg tct ggg ggc cac act gta 72 0 
Ser Ser Pro Tyr Asp Val Gin Lys lie Val Ser Gly Gly His Thr Val 
205 210 215 



gag ctg cct tat gaa ttc ctt ctg ccc tgt ctg tgc ata gag gca tec 
Glu Leu Pro Tyr Glu Phe Leu Leu Pro Cys Leu Cys He Glu Ala Ser 
220 225 230 



gac tac age cag cac act cag atg gtc atg gcc ctg aca etc cgc tgc 
Asp Tyr Ser Gin His Thr Gin Met Val Met Ala Leu Thr Leu Arg Cys 



270 275 280 



ctt tgc aaa gac etc ccg aat gee acg get cga gag tea gat ggg tgg 
Leu Cys Lys Asp Leu Pro Asn Ala Thr Ala Arg Glu Ser Asp Gly Trp 
300 305 310 

tat gtt ttg gag aag gtg gac ctg cac ccc cag etc tgc ttc aag gta 
Tyr Val Leu Glu Lys Val Asp Leu His Pro Gin Leu Cys Phe Lys Val 
315 320 325 



768 



tac ctg caa gag gae act gtg agg cgc aaa aaa tgt ccc ttc cag age 816 

Tyr Leu Gin Glu Asp Thr Val Arg Arg Lys Lys Cys Pro Phe Gin Ser 
235 240 245 

tgg cea gaa gcc tat ggc teg gac ttc tgg aag tea gtg cac ttc act 864 

Trp Pro Glu Ala Tyr Gly Ser Asp Phe Trp Lys Ser Val His Phe Thr 
250 255 260 265 



912 



cea ctg aag ctg gaa get gcc etc tgc cag agg cac gae tgg cat ace 960 
Pro Leu Lys Leu Glu Ala Ala Leu Cys Gin Arg His Asp Trp His Thr 
285 290 295 



1008 



1056 



caa cea tgg ttc tct ttt gga aac age age cat gtt gaa tgc ccc cac 1104 
Gin Pro Trp Phe Ser Phe Gly Asn Ser Ser His Val Glu Cys Pro His 
330 335 340 345 

cag act ggg tct etc aca tec tgg aat gta age atg gat ace caa gee 1152 
Gin Thr Gly Ser Leu Thr Ser Trp Asn Val Ser Met Asp Thr Gin Ala 
350 355 360 

cag cag ctg att ctt cac ttc tec tea aga atg cat gcc ace ttc agt 1200 
Gin Gin Leu He Leu His Phe Ser Ser Arg Met His Ala Thr Phe Ser 
365 370 375 

get gee tgg age etc cea ggc ttg ggg cag gae act ttg gtg ccc ccc 124 8 
Ala Ala Trp Ser Leu Pro Gly Leu Gly Gin Asp Thr Leu Val Pro Pro 
380 385 390 

gtg tac act gtc age cag gtg tgg egg tea gat gtc eag ttt gee tgg 12 96 
Val Tyr Thr Val Ser Gin Val Trp Arg Ser Asp Val Gin Phe Ala Trp 
395 400 405 

aag cac etc ttg tgt cea gat gtc tct tac aga cac ctg ggg etc ttg 1344 
Lys His Leu Leu Cys Pro Asp Val Ser Tyr Arg His Leu Gly Leu Leu 
410 415 420 425 

ate ctg gca ctg ctg gcc etc etc ace eta ctg ggt gtt gtt ctg gcc 1392 
He Leu Ala Leu Leu Ala Leu Leu Thr Leu Leu Gly Val Val Leu Ala 
430 435 440 




33 



etc acc tgc egg cgc cca cag tea gge eeg ggc cea geg egg eea gtg 144 0 
Leu Thr Cys Arg Arg Pro Gin Ser Gly Pro Gly Pro Ala Arg Pro Val 
445 450 455 

ete ete etg eac geg geg gac teg gag geg eag egg ege etg gtg gga 14 88 
Leu Leu Leu His Ala Ala Asp Ser Glu Ala Gin Arg Arg Leu Val Gly 
460 465 470 

geg etg get gaa etg eta egg gea geg etg gge gge ggg ege gac gtg 153 6 
Ala Leu Ala Glu Leu Leu Arg Ala Ala Leu Gly Gly Gly Arg Asp Val 
475 480 485 

ate gtg gae etg tgg gag ggg agg eac gtg geg ege gtg ggc eeg etg 1584 
He Val Asp Leu Trp Glu Gly Arg His Val Ala Arg Val Gly Pro Leu 
490 495 500 505 

eeg tgg etc tgg geg geg egg acg ege gta geg egg gag eag ggc act 1632 
Pro Trp Leu Trp Ala Ala Arg Thr Arg Val Ala Arg Glu Gin Gly Thr 
510 515 520 

gtg etg etg etg tgg age gge gee gae ctt cgc eeg gtc age ggc ecc 1680 
Val Leu Leu Leu Trp Ser Gly Ala Asp Leu Arg Pro Val Ser Gly Pro 
525 530 535 

gae cce cgc gee geg ecc etg etc gee etg ete eac get gee eeg ege 1728 
Asp Pro Arg Ala Ala Pro Leu Leu Ala Leu Leu His Ala Ala Pro Arg 
540 545 550 

eeg etg etg etg etc get tac ttc agt cgc etc tgc gee aag ggc gac 1776 
Pro Leu Leu Leu Leu Ala Tyr Phe Ser Arg Leu Cys Ala Lys Gly Asp 
555 560 565 

ate ecc eeg eeg etg cgc gee etg eeg cgc tac cgc etg etg ege gae 1824 
He Pro Pro Pro Leu Arg Ala Leu Pro Arg Tyr Arg Leu Leu Arg Asp 
570 575 580 585 

etg eeg egt etg etg egg geg etg gae geg egg ect ttc gea gag gee 1872 
Leu Pro Arg Leu Leu Arg Ala Leu Asp Ala Arg Pro Phe Ala Glu Ala 
590 595 goo 

acc age tgg ggc cgc ctt ggg geg egg eag cgc agg eag age cgc eta 
Thr Ser Trp Gly Arg Leu Gly Ala Arg Gin Arg Arg Gin Ser Arg Leu 
605 610 615 

gag etg tgc age egg etc gaa ega gag gee gee ega ctt gea gae eta 
Glu Leu Cys Ser Arg Leu Glu Arg Glu Ala Ala Arg Leu Ala Asp Leu 
620 625 630 



1920 



1968 



ggt tgagcagage tceaeegcag tccegggtgt ctgeggeege t 2 012 

Gly 



<210> 17 
<211> 657 
<212> PRT 
<213> Unknown 

<400> 17 

Met Gly Ser Ser Arg Leu Ala Ala Leu Leu Leu Pro Leu Leu Leu He 
-20 -15 -10 



t 




3-4 



Val lie Asp Leu Ser Asp Ser Ala Gly lie Gly Phe Arg His Leu Pro 
-5 -11 5 

His Trp Asn Thr Arg Cys Pro Leu Ala Ser His Thr Glu Val Leu Pro 
10 15 20 25 

lie Ser Leu Ala Ala Pro Gly Gly Pro Ser Ser Pro Gin Ser Leu Gly 
30 35 40 

Val Cys Glu Ser Gly Thr Val Pro Ala Val Cys Ala Ser lie Cys Cys 
45 50 55 

Gin Val Ala Gin Val Phe Asn Gly Ala Ser Ser Thr Ser Trp Cys Arg 
60 65 70 

Asn Pro Lys Ser Leu Pro His Ser Ser Ser lie Gly Asp Thr Arg Cys 
75 80 85 

Gin His Leu Leu Arg Gly Ser Cys Cys Leu Val Val Thr Cys Leu Arg 
90 95 100 105 

Arg Ala lie Thr Phe Pro Ser Pro Pro Gin Thr Ser Pro Thr Arg Asp 
110 115 120 

Phe Ala Leu Lys Gly Pro Asn Leu Arg He Gin Arg His Gly Lys Val 
125 130 135 

Phe Pro Asp Trp Thr His Lys Gly Met Glu Val Gly Thr Gly Tyr Asn 
140 145 150 

Arg Arg Trp Val Gin Leu Ser Gly Gly Pro Glu Phe Ser Phe Asp Leu 
155 160 165 

Leu Pro Glu Ala Arg Ala He Arg Val Thr He Ser Ser Gly Pro Glu 
170 175 180 185 

Val Ser Val Arg Leu Cys His Gin Trp Ala Leu Glu Cys Glu Glu Leu 
190 195 200 

Ser Ser Pro Tyr Asp Val Gin Lys He Val Ser Gly Gly His Thr Val 
205 210 215 

Glu Leu Pro Tyr Glu Phe Leu Leu Pro Cys Leu Cys He Glu Ala Ser 
220 225 230 

Tyr Leu Gin Glu Asp Thr Val Arg Arg Lys Lys Cys Pro Phe Gin Ser 
235 240 245 

Trp Pro Glu Ala Tyr Gly Ser Asp Phe Trp Lys Ser Val His Phe Thr 
250 255 260 265 

Asp Tyr Ser Gin His Thr Gin Met Val Met Ala Leu Thr Leu Arg Cys 
270 275 280 

Pro Leu Lys Leu Glu Ala Ala Leu Cys Gin Arg His Asp Trp His Thr 
285 290 295 



Leu Cys Lys Asp Leu Pro Asn Ala Thr Ala Arg Glu Ser Asp Gly Trp 
300 305 310 



f 




35 



Tyr Val Leu Glu Lys Val Asp Leu His Pro Gin Leu Cys Phe Lys Val 
315 320 325 

Gin Pro Trp Phe Ser Phe Gly Asn Ser Ser His Val Glu Cys Pro His 
330 335 340 345 

Gin Thr Gly Ser Leu Thr Ser Trp Asn Val Ser Met Asp Thr Gin Ala 
350 355 360 

Gin Gin Leu lie Leu His Phe Ser Ser Arg Met His Ala Thr Phe Ser 
365 370 375 

Ala Ala Trp Ser Leu Pro Gly Leu Gly Gin Asp Thr Leu Val Pro Pro 
380 385 390 

Val Tyr Thr Val Ser Gin Val Trp Arg Ser Asp Val Gin Phe Ala Trp 
395 400 405 

Lys His Leu Leu Cys Pro Asp Val Ser Tyr Arg His Leu Gly Leu Leu 
410 415 420 425 

lie Leu Ala Leu Leu Ala Leu Leu Thr Leu Leu Gly Val Val Leu Ala 
430 435 440 

Leu Thr Cys Arg Arg Pro Gin Ser Gly Pro Gly Pro Ala Arg Pro Val 
445 450 455 

Leu Leu Leu His Ala Ala Asp Ser Glu Ala Gin Arg Arg Leu Val Gly 
460 465 470 

Ala Leu Ala Glu Leu Leu Arg Ala Ala Leu Gly Gly Gly Arg Asp Val 
475 480 485 

lie Val Asp Leu Trp Glu Gly Arg His Val Ala Arg Val Gly Pro Leu 
490 495 500 505 

Pro Trp Leu Trp Ala Ala Arg Thr Arg Val Ala Arg Glu Gin Gly Thr 
510 515 520 

Val Leu Leu Leu Trp Ser Gly Ala Asp Leu Arg Pro Val Ser Gly Pro 
525 530 535 

Asp Pro Arg Ala Ala Pro Leu Leu Ala Leu Leu His Ala Ala Pro Arg 
540 545 550 

Pro Leu Leu Leu Leu Ala Tyr Phe Ser Arg Leu Cys Ala Lys Gly Asp 
555 560 565 

lie Pro Pro Pro Leu Arg Ala Leu Pro Arg Tyr Arg Leu Leu Arg Asp 
570 575 580 585 

Leu Pro Arg Leu Leu Arg Ala Leu Asp Ala Arg Pro Phe Ala Glu Ala 
590 595 600 

Thr Ser Trp Gly Arg Leu Gly Ala Arg Gin Arg Arg Gin Ser Arg Leu 
605 610 615 



Glu Leu Cys Ser Arg Leu Glu Arg Glu Ala Ala Arg Leu Ala Asp Leu 
620 625 630 



Gly 



<210> 18 
<211> 1971 
<212> DNA 

<213 > reverse translation 
<220> 

<221> misc__f eature 

<222> (1) . . (1971) 

<223> n may be a, c, g, or t 

<400> 18 

atgggnwsnw snmgnytngc ngcnytnytn 
wsngaywsng cnggnathgg nttymgncay 
gcnwsncaya cngargtnyt nccnathwsn 
carwsnytng gngtntgyga rwsnggnacn 
cargtngcnc argtnttyaa yggngcnwsn 
ytnccncayw snwsnwsnat hggngayacn 
tgyytngtng tnacntgyyt nmgnmgngcn 
ccnacnmgng ayttygcnyt naarggnccn 
ttyccngayt ggacncayaa rggnatggar 
carytnwsng gnggnccnga rttywsntty 
gtnacnathw snwsnggncc ngargtnwsn 
tgygargary tnwsnwsncc ntaygaygtn 
garytnccnt aygarttyyt nytnccntgy 
gayacngtnm gnmgnaaraa rtgyccntty 
ttytggaarw sngtncaytt yacngaytay 
acnytnmgnt gyccnytnaa rytngargcn 
ytntgyaarg ayytnccnaa ygcnacngcn 
aargtngayy tncayccnca rytntgytty 
wsnwsncayg tngartgycc ncaycaracn 
gayacncarg cncarcaryt nathytncay 
gcngcntggw snytnccngg nytnggncar 
wsncargtnt ggmgnwsnga ygtncartty 



ytnccnytny tnytnathgt nathgayytn 60 
ytnccncayt ggaayacnmg ntgyccnytn 12 0 
ytngcngcnc cnggnggncc nwsnwsnccn 180 
gtnccngcng tntgygcnws nathtgytgy 240 
wsnacnwsnt ggtgymgnaa yccnaarwsn 3 00 
mgntgycarc ayytnytnmg nggnwsntgy 3 60 
athacnttyc cnwsnccncc ncaracnwsn 42 0 
aayytnmgna thcarmgnca yggnaargtn 4 80 
gtnggnacng gntayaaymg nmgntgggtn 54 0 
gayytnytnc cngargcnmg ngcnathmgn 600 
gtnmgnytnt gycaycartg ggcnytngar 660 
caraarathg tnwsnggngg ncayacngtn 72 0 
ytntgyathg argcnwsnta yytncargar 78 0 
carwsntggc cngargcnta yggnwsngay 84 0 
wsncarcaya cncaratggt natggcnytn 900 
gcnytntgyc armgncayga ytggcayacn 960 
mgngarwsng ayggntggta ygtnytngar 102 0 
aargtncarc cntggttyws nttyggnaay 1080 
ggnwsnytna cnwsntggaa ygtnwsnatg 114 0 
ttywsnwsnm gnatgcaygc nacnttywsn 12 00 
gayacnytng tnccnccngt ntayacngtn 12 60 
gcntggaarc ayytnytntg yccngaygtn 132 0 



t 




37 



w o 1 1 u a y in^ 11 c. 


ayy t nggny t 


nytnafchytn 


gcnytnytng 


cnytnytnac 


nytnytnggn 


1380 


^ ^ n T 1^ 

y t. ny u ny cny 


cnytnacntg 


ynignmgnc cn 


carwsnggnc 


cnggnccngc 


nmgnccngtn 


1440 


yfcnytny tnc 


aygcngcnga 


ywsngargcn 


carmgnmgny 


tngtnggngc 


nytngcngar 


1500 


y uiiy uiiuiy ny 


cngcnytngg 


nggnggnmgn 


gaygtnathg 


tngayytntg 


ggarggnmgn 


1560 


C d y g u Iiy C IlTTl 


gngtnggiicc 


nytnccntgg 


ytntgggcng 


cnmgnacnmg 


ngtngcnmgn 


1620 




cngunyunyu 


nytntggwsn 


ggngcngayy 


tnmgnccngt 


nwsnggnccn 


1680 


gayccnmgng 


cngcnccnyt 


nytngcnytn 


ytncaygcng 


cnccnmgncc 


nytnytnytn 


1740 


ytngcntayt 


tywsnmgnyt 


ntgygcnaar 


ggngayathc 


cnccnccnyt 


nmgngcnytn 


1800 


ccnmgntayin 


gnytnytnmg 


ngayytnccn 


mgnytnytnm 


gngcnytnga 


ygcnmgnccn 


1860 


ttygcngarg 


cnacnwsntg 


gggnmgnytn 


ggngcnmgnc 


armgnmgnca 


rwsnmgnytn 


1920 


garytntgyw 


snmgnytnga 


rmgngargcn 


gcnmgnytng 


cngayytngg 


n 


1971 



<210> 19 
<211> 808 
<212> DNA 
< 2 1 3 > Unknown 

<220> 

<223> Description of Unknown Organism : rodent ; surmised 
Mus musculus 



^ <220> 



<221> CDS 

<222> (78) . . (806) 

<220> 

<221> matj>eptide 
<222> (147) . . (806) 

<400> 19 

cagctccggg ccaggccctg ctgccctctt gcagacagga aagacatggt ctctgcgccc 60 

tgatcctaca gaagctc atg ggg age ccc aga ctg gca gcc ttg etc etg 110 

Met Gly Ser Pro Arg Leu Ala Ala Leu Leu Leu 
-20 -15 



tct 


etc 


ccg 


eta 


ctg 


etc 


ate 


gge 


etc 


get 


gtg 


tct 


get 


egg 


gtt 


gee 


158 


Ser 


Leu 


Pro 


Leu 


Leu 


Leu 


He 


Gly 


Leu 


Ala 


Val 


Ser 


Ala 


Arg 


Val 


Ala 








-10 










-5 








-1 


1 








tge 


ccc 


tgc 


ctg 


egg 


agt 


tgg 


ace 


age 


eac 


tgt 


etc 


etg 


gee 


tac 


egt 


206 


Cys 


Pro 


Cys 


Leu 


Arg 


Ser 


Trp 


Thr 


Ser 


His 


Cys 


Leu 


Leu 


Ala 


Tyr 


Arg 




5 










10 










15 










20 




gtg 


gat 


aaa 


egt 


ttt 


get 


gge 


ett 


eag 


tgg 


gge 


tgg 


ttc 


cet 


etc 


ttg 


254 


Val 


Asp 


Lys 


Arg 


Phe 


Ala 


Gly 


Leu 


Gin 


Trp 


Gly 


Trp 


Phe 


Pro 


Leu 


Leu 





25 30 35 

gtg agg aaa tet aaa agt cet ect aaa ttt gaa gac tat tgg agg eac 3 02 



t 




38 



Val Arg Lys Ser Lys Ser Pro Pro Lys Phe Glu Asp Tyr Trp Arg His 
40 45 50 

agg aca cca gca tec ttc cag agg aag ctg eta gge age ect tec ctg 350 
Arg Thr Pro Ala Ser Phe Gin Arg Lys Leu Leu Gly Ser Pro Ser Leu 
55 60 65 

tct gag gaa age cat ega att tee ate ccc tec tea gee ate tec eac 398 
Ser Glu Glu Ser His Arg lie Ser lie Pro Ser Ser Ala lie Ser His 
70 75 80 

aga ggc caa cgc ace aaa agg gee cag ect tea get gca gaa gga aga 446 
Arg Gly Gin Arg Thr Lys Arg Ala Gin Pro Ser Ala Ala Glu Gly Arg 
85 90 95 100 

gaa cat etc ect gaa gca ggg tea caa aag tgt gga gga ect gaa ttc 4 94 
Glu His Leu Pro Glu Ala Gly Ser Gin Lys Cys Gly Gly Pro Glu Phe 
105 110 115 

'-n tec ttt gat ttg ctg ccc gag gtg cag get gtt egg gtg act att ect 542 

m Ser Phe Asp Leu Leu Pro Glu Val Gin Ala Val Arg Val Thr lie Pro 

01 120 125 130 



5 H S 



gca ggc ccc aag gca egt gtg cgc ett tgt tat cag tgg gca ctg gaa 5 90 
Ala Gly Pro Lys Ala Arg Val Arg Leu Cys Tyr Gin Trp Ala Leu Glu 
135 140 145 

tgt gaa gae ttg agt age ect ttt gat ace cag aaa att gtg tct gga 63 8 
Cys Glu Asp Leu Ser Ser Pro Phe Asp Thr Gin Lys lie Val Ser Gly 
150 155 160 

ggg eac act gta gae ctg ect tat gaa ttc ett ctg ccc tgc atg tgc 686 
Gly His Thr Val Asp Leu Pro Tyr Glu Phe Leu Leu Pro Cys Met Cys 
165 170 175 180 

ata gag gee tec tac ctg caa gag gae act gtg agg cgc aaa agt gtc 734 
lie Glu Ala Ser Tyr Leu Gin Glu Asp Thr Val Arg Arg Lys Ser Val 
185 190 195 

ect tee aga get gge ctg aag ett atg get cag act tct gge agt caa 782 
Pro Ser Arg Ala Gly Leu Lys Leu Met Ala Gin Thr Ser Gly Ser Gin 
200 205 210 

tac get tea ctg act aca gee age ac 808 
Tyr Ala Ser Leu Thr Thr Ala Ser 
215 220 



<210> 20 
<211> 243 
<212> PRT 
<213> Unknown 

<400> 20 

Met Gly Ser Pro Arg Leu Ala Ala Leu Leu Leu Ser Leu Pro Leu Leu 
-20 -15 -10 



Leu lie Gly Leu Ala Val Ser Ala Arg Val Ala Cys Pro Cys Leu Arg 
-5 -11 5 




39 



5~ S 

= M 



Ser Trp Thr Ser His Cys Leu Leu Ala Tyr Arg Val Asp Lys Arg Phe 
10 15 20 25 

Ala Gly Leu Gin Trp Gly Trp Phe Pro Leu Leu Val Arg Lys Ser Lys 
30 35 40 

Ser Pro Pro Lys Phe Glu Asp Tyr Trp Arg His Arg Thr Pro Ala Ser 
45 50 55 

Phe Gin Arg Lys Leu Leu Gly Ser Pro Ser Leu Ser Glu Glu Ser His 
60 65 70 

Arg lie Ser lie Pro Ser Ser Ala lie Ser His Arg Gly Gin Arg Thr 
75 80 85 

Lys Arg Ala Gin Pro Ser Ala Ala Glu Gly Arg Glu His Leu Pro Glu 
90 95 100 105 

Ala Gly Ser Gin Lys Cys Gly Gly Pro Glu Phe Ser Phe Asp Leu Leu 
110 115 120 

Pro Glu Val Gin Ala Val Arg Val Thr lie Pro Ala Gly Pro Lys Ala 
125 130 135 

Arg Val Arg Leu Cys Tyr Gin Trp Ala Leu Glu Cys Glu Asp Leu Ser 
140 145 150 

Ser Pro Phe Asp Thr Gin Lys lie Val Ser Gly Gly His Thr Val Asp 
155 160 165 

Leu Pro Tyr Glu Phe Leu Leu Pro Cys Met Cys lie Glu Ala Ser Tyr 
170 175 180 185 

Leu Gin Glu Asp Thr Val Arg Arg Lys Ser Val Pro Ser Arg Ala Gly 
190 195 200 

Leu Lys Leu Met Ala Gin Thr Ser Gly Ser Gin Tyr Ala Ser Leu Thr 
205 210 215 

Thr Ala Ser 
220 



<210> 21 

<211> 729 

<212> DNA 

<213> reverse translation 
<220> 

<221> misc__f eature 

<222> (1) . . (729) 

<223> n may be a, c, g, or t 

<400> 21 

atgggnwsnc cnmgnytngc ngcnytnytn ytnwsnytnc cnytnytnyt nathggnytn 60 
gcngtnwsng cnmgngtngc ntgyccntgy ytnmgnwsnt ggacnwsnca ytgyytnytn 12 0 



gcntaymgng tngayaarmg nttygcnggn ytncartggg gntggttycc nytnytngtn 180 



f 




40 



mgnaarwsna arwsnccncc naarttygar gaytaytggm gncaymgnac nccngcnwsn 24 0 
ttycarmgna arytnytngg nwsnccnwsn ytnwsngarg arwsncaymg nathwsnath 3 00 
ccnwsnwsng cnathwsnca ymgnggncar mgnacnaarm gngcncarcc nwsngcngcn 360 
garggnmgng arcayytncc ngargcnggn wsncaraart gyggnggncc ngarttywsn 42 0 
ttygayytny tnccngargt ncargcngtn mgngtnacna thccngcngg nccnaargcn 480 
mgngtnmgny tntgytayca rtgggcnytn gartgygarg ayytnwsnws nccnttygay 540 
acncaraara thgtnwsngg nggncayacn gtngayytnc cntaygartt yytnytnccn 600 
tgyatgtgya thgargcnws ntayytncar gargayacng tnmgnmgnaa rwsngtnccn 660 
wsnmgngcng gnytnaaryt natggcncar acnwsnggnw sncartaygc nwsnytnacn 72 0 
acngcnwsn ^ 2 9 

<210> 22 
<211> 2377 
<212> DNA 
< 2 1 3 > Unknown 

<220> 

<223> Description of Unknown Organism: primate; surmised 
Homo sapiens 

<220> 
<221> CDS 

<222> (180) . . (1874) 
<400> 22 

ttttgagcag aggcttccta ggctccgtag aaatttgcat acagcttcca cttcctgctt 60 

cagagcctgt tcttctactt acctgggccc ggagaaggtg gagggagacg agaagccgcc 120 

gagagccgac taccctccgg gcccagtctg tctgtccgtg gtggatctaa gaaactaga 179 

atg aac cga age att cct gtg gag gtt gat gaa tea gaa cca tac cca 227 
Met Asn Arg Ser lie Pro Val Glu Val Asp Glu Ser Glu Pro Tyr Pro 
15 10 15 

agt cag ttg ctg aaa cca ate cca gaa tat tec ecg gaa gag gaa tea 275 
Ser Gin Leu Leu Lys Pro lie Pro Glu Tyr Ser Pro Glu Glu Glu Ser 
20 25 30 

gaa cca cct get cca aat ata agg aac atg gca cce aac age ttg tct 323 
Glu Pro Pro Ala Pro Asn lie Arg Asn Met Ala Pro Asn Ser Leu Ser 
35 40 45 

gca cce aca atg ctt cac aat tec tec gga gae ttt tct caa get cae 371 
Ala Pro Thr Met Leu His Asn Ser Ser Gly Asp Phe Ser Gin Ala His 
50 55 60 

tea ace ctg aaa ctt gca aat cac cag egg cct gta tec egg cag gtc 419 
Ser Thr Leu Lys Leu Ala Asn His Gin Arg Pro Val Ser Arg Gin Val 
65 70 75 80 




41 



acc tgc ctg cgc act caa gtt ctg gag gac agt gaa gac agt ttc tgc 4 67 
Thr Cys Leu Arg Thr Gin Val Leu Glu Asp Ser Glu Asp Ser Phe Cys 
85 90 95 

agg aga cac cca ggc ctg ggc aaa get ttc cct tct ggg tgc tct gca 515 
Arg Arg His Pro Gly Leu Gly Lys Ala Phe Pro Ser Gly Cys Ser Ala 
100 105 110 

gtc age gag cct gcg tct gag tct gtg gtt gga gcc etc cct gca gag 563 
Val Ser Glu Pro Ala Ser Glu Ser Val Val Gly Ala Leu Pro Ala Glu 
115 120 125 

cat cag ttt tea ttt atg gaa aaa egt aat caa tgg ctg gta tct eag 611 
His Gin Phe Ser Phe Met Glu Lys Arg Asn Gin Trp Leu Val Ser Gin 
130 135 140 

ctt tea gcg get tct cct gac act ggc cat gac tea gac aaa tea gac 659 
Leu Ser Ala Ala Ser Pro Asp Thr Gly His Asp Ser Asp Lys Ser Asp 

150 155 160 

caa agt tta cct aat gee tea gca gac tec ttg ggc ggt age cag gag 707 
Gin Ser Leu Pro Asn Ala Ser Ala Asp Ser Leu Gly Gly Ser Gin Glu 
165 170 175 

atg gtg caa egg ecc cag cct cac agg aac cga gca ggc ctg gat ctg 755 
Met Val Gin Arg Pro Gin Pro His Arg Asn Arg Ala Gly Leu Asp Leu 
180 185 190 

cca acc ata gac aeg gga tat gat tec cag ecc eag gat gtc ctg ggc 803 
Pro Thr lie Asp Thr Gly Tyr Asp Ser Gin Pro Gin Asp Val Leu Gly 
195 200 205 

ate agg eag ctg gaa agg ecc ctg ecc etc acc tec gtg tgt tac ecc 851 
lie Arg Gin Leu Glu Arg Pro Leu Pro Leu Thr Ser Val Cys Tyr Pro 
210 215 220 

cag gac etc ecc aga cct etc agg tec agg gag ttc cct eag ttt gaa 899 
Gin Asp Leu Pro Arg Pro Leu Arg Ser Arg Glu Phe Pro Gin Phe Glu 
225 230 235 240 

cct cag agg tat cca gca tgt gca eag atg ctg cct ecc aat ctt tec 947 
Pro Gin Arg Tyr Pro Ala Cys Ala Gin Met Leu Pro Pro Asn Leu Ser 
245 250 255 

cca cat get cca tgg aac tat cat tac cat tgt cct gga agt ecc gat 995 
Pro His Ala Pro Trp Asn Tyr His Tyr His Cys Pro Gly Ser Pro Asp 
260 265 270 

cac cag gtg cca tat ggc cat gac tac cct cga gca gcc tac cag caa 1043 
His Gin Val Pro Tyr Gly His Asp Tyr Pro Arg Ala Ala Tyr Gin Gin 
275 280 285 

gtg ate cag ccg get ctg cct ggg eag ecc ctg cct gga gcc agt gtg 1091 
Val lie Gin Pro Ala Leu Pro Gly Gin Pro Leu Pro Gly Ala Ser Val 
290 295 300 

aga ggc ctg cac cct gtg eag aag gtt ate ctg aat tat ecc age ecc 113 9 
Arg Gly Leu His Pro Val Gin Lys Val lie Leu Asn Tyr Pro Ser Pro 
305 310 315 320 
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tgg gac caa gaa gag agg ccc gca cag aga gac tgc tec ttt ccg ggg 1187 
Trp Asp Gin Glu Glu Arg Pro Ala Gin Arg Asp Cys Ser Phe Pro Gly 
325 330 335 

ctt cca agg cac cag gac cag cca cat cac cag cca cct aat aga get 1235 
Leu Pro Arg His Gin Asp Gin Pro His His Gin Pro Pro Asn Arg Ala 
340 345 350 

ggt get cct ggg gag tec ttg gag tgc cct gca gag ctg aga cca cag 12 83 
Gly Ala Pro Gly Glu Ser Leu Glu Cys Pro Ala Glu Leu Arg Pro Gin 
355 360 365 

gtt ccc cag cct ccg tec cca get get gtg cct aga ccc cct age aac 1331 
Val Pro Gin Pro Pro Ser Pro Ala Ala Val Pro Arg Pro Pro Ser Asn 
370 375 380 

cct cca gee aga gga act eta aaa aca age aat ttg cca gaa gaa ttg 1379 
Pro Pro Ala Arg Gly Thr Leu Lys Thr Ser Asn Leu Pro Glu Glu Leu 
385 390 395 400 

egg aaa gtc ttt ate act tat teg atg gac aca get atg gag gtg gtg 1427 
Arg Lys Val Phe lie Thr Tyr Ser Met Asp Thr Ala Met Glu Val Val 
405 410 415 

aaa ttc gtg aac ttt ttg ttg gta aat gge ttc caa act gca att gac 1475 
Lys Phe Val Asn Phe Leu Leu Val Asn Gly Phe Gin Thr Ala lie Asp 
420 425 430 

ata ttt gag gat aga ate ega gge att gat ate att aaa tgg atg gag 1523 
lie Phe Glu Asp Arg lie Arg Gly He Asp He He Lys Trp Met Glu 
435 440 445 

ege tac ctt agg gat aag ace gtg atg ata ate gta gca ate age ccc 1571 
Arg Tyr Leu Arg Asp Lys Thr Val Met He He Val Ala He Ser Pro 
450 455 460 

aaa tac aaa cag gac gtg gaa gge get gag teg cag ctg gac gag gat 1619 
Lys Tyr Lys Gin Asp Val Glu Gly Ala Glu Ser Gin Leu Asp Glu Asp 
465 470 475 480 

gag eat gge tta cat act aag tac att eat ega atg atg cag att gag 1667 
Glu His Gly Leu His Thr Lys Tyr He His Arg Met Met Gin He Glu 
485 490 495 

ttc ata aaa caa gga age atg aat ttc aga ttc ate cct gtg etc ttc 1715 
Phe He Lys Gin Gly Ser Met Asn Phe Arg Phe He Pro Val Leu Phe 
500 505 510 

cca aat get aag aag gag cat gtg ccc ace tgg ctt cag aac act cat 1763 
Pro Asn Ala Lys Lys Glu His Val Pro Thr Trp Leu Gin Asn Thr His 
515 520 525 

gtc tac age tgg ccc aag aat aaa aaa aac ate ctg ctg egg ctg ctg 1811 
Val Tyr Ser Trp Pro Lys Asn Lys Lys Asn He Leu Leu Arg Leu Leu 
530 535 540 

aga gag gaa gag tat gtg get cct cca egg ggg cct ctg ccc ace ctt 1859 
Arg Glu Glu Glu Tyr Val Ala Pro Pro Arg Gly Pro Leu Pro Thr Leu 
545 550 555 560 
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cag gtg gtt ccc ttg tgacaccgtt catccccaga tcactgaggc caggccatgt 1914 
Gin Val Val Pro Leu 
565 

ttggggcctt gttctgacag cattctggct gaggctggtc ggtagcactc ctggctggtt 1974 
tttttctgtt cctccccgag aggccctctg gcccccagga aacctgttgt gcagagctct 2 034 
tccccggaga cctccacaca ccctggcttt gaagtggagt ctgtgactgc tctgcattct 2094 
ctgcttttaa aaaaaccatt gcaggtgcca gtgtcccata tgttcctcct gacagtttga 2154 
tgtgtccatt ctgggcctct cagtgcttag caagtagata atgtaaggga tgtggcagca 2214 
aatggaaatg actacaaaca ctctcctatc aatcacttca ggctactttt atgagttagc 2274 
cagatgcttg tgtatcctca gaccaaactg attcatgtac aaataataaa atgtttactc 2334 
ttttgtaaaa aaaaaaaaaa aaaaaaaaag aaaaaaaaaa aaa 23 77 

<210> 23 
<211> 565 
<212> PRT 
< 2 1 3 > Unknown 

<400> 23 

Met Asn Arg Ser lie Pro Val Glu Val Asp Glu Ser Glu Pro Tyr Pro 
^5 10 15 

Ser Gin Leu Leu Lys Pro lie Pro Glu Tyr Ser Pro Glu Glu Glu Ser 
20 25 30 

Glu Pro Pro Ala Pro Asn lie Arg Asn Met Ala Pro Asn Ser Leu Ser 
35 40 45 

Ala Pro Thr Met Leu His Asn Ser Ser Gly Asp Phe Ser Gin Ala His 
50 55 60 

Ser Thr Leu Lys Leu Ala Asn His Gin Arg Pro Val Ser Arg Gin Val 
65 70 75 80 

Thr Cys Leu Arg Thr Gin Val Leu Glu Asp Ser Glu Asp Ser Phe Cys 
85 90 95 

Arg Arg His Pro Gly Leu Gly Lys Ala Phe Pro Ser Gly Cys Ser Ala 
100 105 110 

Val Ser Glu Pro Ala Ser Glu Ser Val Val Gly Ala Leu Pro Ala Glu 
115 120 125 

His Gin Phe Ser Phe Met Glu Lys Arg Asn Gin Trp Leu Val Ser Gin 
130 135 140 

Leu Ser Ala Ala Ser Pro Asp Thr Gly His Asp Ser Asp Lys Ser Asp 

150 155 160 

Gin Ser Leu Pro Asn Ala Ser Ala Asp Ser Leu Gly Gly Ser Gin Glu 
165 170 175 
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Met Val Gin Arg Pro Gin Pro His Arg Asn Arg Ala Gly Leu Asp Leu 
180 185 190 

Pro Thr lie Asp Thr Gly Tyr Asp Ser Gin Pro Gin Asp Val Leu Gly 
195 200 205 

lie Arg Gin Leu Glu Arg Pro Leu Pro Leu Thr Ser Val Cys Tyr Pro 
210 215 220 

Gin Asp Leu Pro Arg Pro Leu Arg Ser Arg Glu Phe Pro Gin Phe Glu 
225 230 235 240 

Pro Gin Arg Tyr Pro Ala Cys Ala Gin Met Leu Pro Pro Asn Leu Ser 
245 250 255 

Pro His Ala Pro Trp Asn Tyr His Tyr His Cys Pro Gly Ser Pro Asp 
260 265 270 

His Gin Val Pro Tyr Gly His Asp Tyr Pro Arg Ala Ala Tyr Gin Gin 
275 280 285 

Val lie Gin Pro Ala Leu Pro Gly Gin Pro Leu Pro Gly Ala Ser Val 
290 295 300 

Arg Gly Leu His Pro Val Gin Lys Val lie Leu Asn Tyr Pro Ser Pro 
305 310 315 320 

Trp Asp Gin Glu Glu Arg Pro Ala Gin Arg Asp Cys Ser Phe Pro Gly 
325 330 335 

Leu Pro Arg His Gin Asp Gin Pro His His Gin Pro Pro Asn Arg Ala 
340 345 350 

Gly Ala Pro Gly Glu Ser Leu Glu Cys Pro Ala Glu Leu Arg Pro Gin 
355 360 365 

Val Pro Gin Pro Pro Ser Pro Ala Ala Val Pro Arg Pro Pro Ser Asn 
370 375 380 

Pro Pro Ala Arg Gly Thr Leu Lys Thr Ser Asn Leu Pro Glu Glu Leu 
385 390 395 400 

Arg Lys Val Phe lie Thr Tyr Ser Met Asp Thr Ala Met Glu Val Val 
405 410 415 

Lys Phe Val Asn Phe Leu Leu Val Asn Gly Phe Gin Thr Ala lie Asp 
420 425 430 

lie Phe Glu Asp Arg lie Arg Gly lie Asp lie lie Lys Trp Met Glu 
435 440 445 

Arg Tyr Leu Arg Asp Lys Thr Val Met lie lie Val Ala lie Ser Pro 
450 455 460 

Lys Tyr Lys Gin Asp Val Glu Gly Ala Glu Ser Gin Leu Asp Glu Asp 
465 470 475 480 



Glu His Gly Leu His Thr Lys Tyr lie His Arg Met Met Gin lie Glu 
485 490 495 
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Phe lie Lys Gin Gly Ser Met Asn Phe Arg Phe lie Pro Val Leu Phe 
500 505 510 

Pro Asn Ala Lys Lys Glu His Val Pro Thr Trp Leu Gin Asn Thr His 
515 520 525 

Val Tyr Ser Trp Pro Lys Asn Lys Lys Asn lie Leu Leu Arg Leu Leu 
530 535 540 

Arg Glu Glu Glu Tyr Val Ala Pro Pro Arg Gly Pro Leu Pro Thr Leu 
545 550 555 560 

Gin Val Val Pro Leu 
565 



<210> 24 
<211> 1695 
<212> DNA 

<213> reverse translation 
<220> 

<221> mis cofeature 

<222> (1) , . (1695) 

<223> n may be a, c, g, or t 

<400> 24 

atgaaymgnw snathccngt ngargtngay garwsngarc cntayccnws ncarytnytn 60 
aarccnathc cngartayws nccngargar garwsngarc cnccngcncc naayathmgn 12 0 
aayatggcnc cnaaywsnyt nwsngcnccn acnatgytnc ayaaywsnws nggngaytty 180 
wsncargcnc aywsnacnyt naarytngcn aaycaycarm gnccngtnws nmgncargtn 24 0 
acntgyytnm gnacncargt nytngargay wsngargayw snttytgymg nmgncayccn 3 00 
ggnytnggna argcnttycc nwsnggntgy wsngcngtnw sngarccngc nwsngarwsn 3 60 
gtngtnggng cnytnccngc ngarcaycar ttywsnttya tggaraarmg naaycartgg 420 
ytngtnwsnc arytnwsngc ngcnwsnccn gayacnggnc aygaywsnga yaarwsngay 480 
carwsnytnc cnaaygcnws ngcngaywsn ytnggnggnw sncargarat ggtncarmgn 54 0 
ccncarccnc aymgnaaymg ngcnggnytn gayytnccna cnathgayac nggntaygay 600 
wsncarccnc argaygtnyt nggnathmgn carytngarm gnccnytncc nytnacnwsn 660 
gtntgytayc cncargayyt nccnmgnccn ytnmgnwsnm gngarttycc ncarttygar 72 0 
ccncarmgnt ayccngcntg ygcncaratg ytnccnccna ayytnwsncc ncaygcnccn 780 
tggaaytayc aytaycaytg yccnggnwsn ccngaycayc argtnccnta yggncaygay 84 0 
tayccnmgng cngcntayca rcargtnath carccngcny tnccnggnca rccnytnccn 900 
ggngcnwsng tnmgnggnyt ncayccngtn caraargtna thytnaayta yccnwsnccn 960 
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Us 



tgggaycarg argarmgncc ngcncarmgn gaytgywsnt tyccnggnyt nccnmgncay 102 0 
cargaycarc cncaycayca rccnccnaay mgngcnggng cnccnggnga rwsnytngar 1080 
tgyccngcng arytnmgncc ncargtnccn carccnccnw snccngcngc ngtnccnmgn 114 0 
ccnccnwsna ayccnccngc nmgnggnacn ytnaaracnw snaayytncc ngargarytn 12 0 0 
mgnaargtnt tyathacnta ywsnatggay acngcnatgg argtngtnaa rttygtnaay 12 6 0 
ttyytnytng tnaayggntt ycaracngcn athgayatht tygargaymg nathmgnggn 13 2 0 
athgayatha thaartggat ggarmgntay ytnmgngaya aracngtnat gathathgtn 1380 
gcnathwsnc cnaartayaa rcargaygtn garggngcng arwsncaryt ngaygargay 1440 
garcayggny tncayacnaa rtayathcay mgnatgatgc arathgartt yathaarcar 1500 
ggnwsnatga ayttymgntt yathccngtn ytnttyccna aygcnaaraa rgarcaygtn 1560 
ccnacntggy tncaraayac ncaygtntay wsntggccna araayaaraa raayathytn 162 0 
ytnmgnytny tnmgngarga rgartaygtn gcnccnccnm gnggnccnyt nccnacnytn 1680 
cargtngtnc cnytn 1695 



2 <210> 25 

1=, <211> 1323 

rt <212> DNA 

< 2 1 3 > Unknown 



<220> 

<223> Description of Unknovm Organism : rodent ; surmised 
Mus musculus 

<220> 

<221> CDS 

<222> (1) . . (1026) 

<400> 25 

cag gac etc cct ggg cct ctg agg tec agg gaa ttg cca cct cag ttt 48 
Gin Asp Leu Pro Gly Pro Leu Arg Ser Arg Glu Leu Pro Pro Gin Phe 
15 10 15 

gaa ctt gag agg tat cca atg aac gcc cag ctg ctg ccg ccc cat cct 96 
Glu Leu Glu Arg Tyr Pro Met Asn Ala Gin Leu Leu Pro Pro His Pro 
20 25 30 

tec cca cag gcc cca tgg aac tgt cag tac tac tgc ccc gga ggg ccc 144 
Ser Pro Gin Ala Pro Trp Asn Cys Gin Tyr Tyr Cys Pro Gly Gly Pro 
35 40 45 

tac cac cac cag gtg cca cac ggc cat ggc tac cct cca gca gca gcc 192 
Tyr His His Gin Val Pro His Gly His Gly Tyr Pro Pro Ala Ala Ala 
50 55 60 



tac cag caa gta etc cag cct get ctg cct ggg cag gte ctt cct ggg 240 
Tyr Gin Gin Val Leu Gin Pro Ala Leu Pro Gly Gin Val Leu Pro Gly 
65 70 75 80 
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m 



gca agg gca aga ggc cca cgc cct gtg cag aag gtc ate ctg aat gac 2 88 

Ala Arg Ala Arg Gly Pro Arg Pro Val Gin Lys Val lie Leu Asn Asp 
85 90 95 

tec age ccc caa gac caa gaa gag aga cct gca cag aga gac ttc tct 3 36 

Ser Ser Pro Gin Asp Gin Glu Glu Arg Pro Ala Gin Arg Asp Phe Ser 
100 105 110 

ttc ccg agg etc eeg agg gac cag etc tac ege cca cca tct aat gga 3 84 

Phe Pro Arg Leu Pro Arg Asp Gin Leu Tyr Arg Pro Pro Ser Asn Gly 
115 120 125 

gtg gaa gee cct gag gag tec ttg gac ctt cct gca gag ctg aga cca 432 

Val Glu Ala Pro Glu Glu Ser Leu Asp Leu Pro Ala Glu Leu Arg Pro 
130 135 140 

cat ggt ccc cag get cca tec eta get gee gtg cct aga ccc cct age 480 

His Gly Pro Gin Ala Pro Ser Leu Ala Ala Val Pro Arg Pro Pro Ser 

145 150 155 160 

aae eee tta gee ega gga act eta aga acc age aat ttg cca gaa gaa 52 8 

Asn Pro Leu Ala Arg Gly Thr Leu Arg Thr Ser Asn Leu Pro Glu Glu 
^ 165 170 175 

H tta egg aaa gtc ttt ate act tat tct atg gac aea gee atg gag gtg 576 

pj Leu Arg Lys Val Phe lie Thr Tyr Ser Met Asp Thr Ala Met Glu Val 

180 185 190 

gtg aaa ttt gtg aae ttt ctg ttg gtg aae ggc ttc caa act gcg att 624 

%l Val Lys Phe Val Asn Phe Leu Leu Val Asn Gly Phe Gin Thr Ala lie 

\^ 195 200 205 

□ gac ata ttt gag gat aga ate egg ggt att gat ate att aaa tgg atg 672 

^ Asp lie Phe Glu Asp Arg lie Arg Gly lie Asp lie lie Lys Trp Met 

210 215 220 

gag cgc tat ctt ega gat aag aea gtg atg ata ate gta gca ate age 72 0 

Glu Arg Tyr Leu Arg Asp Lys Thr Val Met lie lie Val Ala lie Ser 

225 230 235 240 

ccc aaa tac aaa cag gat gtg gaa ggc get gag teg cag ctg gac gag 76 8 

Pro Lys Tyr Lys Gin Asp Val Glu Gly Ala Glu Ser Gin Leu Asp Glu 
245 250 255 

gac gag cat ggc tta eat act aag tac att cat egg atg atg cag att 816 

Asp Glu His Gly Leu His Thr Lys Tyr lie His Arg Met Met Gin lie 
260 265 270 

gag ttc ata agt cag gga age atg aae ttc aga ttc ate cct gtg etc 864 

Glu Phe lie Ser Gin Gly Ser Met Asn Phe Arg Phe lie Pro Val Leu 
275 280 285 

ttc cca aat gee aag aag gag cat gtg ccg ace tgg ett cag aac act 912 

Phe Pro Asn Ala Lys Lys Glu His Val Pro Thr Trp Leu Gin Asn Thr 
290 295 300 

cat gtt tac age tgg eee aag aat aag aaa aae ate ctg ctg egg ctg 960 

His Val Tyr Ser Trp Pro Lys Asn Lys Lys Asn lie Leu Leu Arg Leu 

305 310 315 320 



• # 
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etc agg gag gaa gag tat gtg get cct ccc cga ggc cct ctg ccc acc 1008 
Leu Arg Glu Glu Glu Tyr Val Ala Pro Pro Arg Gly Pro Leu Pro Thr 
325 330 335 

ctt cag gtg gta ccc ttg tgacgatggc cactccagct cagtgccagc 1056 
Leu Gin Val Val Pro Leu 
340 

ctgttctcac agcattcttc tagcggagct ggctggtggc acccaggccc tggaacacct 1116 

cttctacaga gtcctctgtc tcctgagtct gagttgtcct cgctgggctt ccagagcttc 1176 

agtgcctgga tgctgcaggt gacagaaaca aacatctatg accacaaaaa ctctcatcac 1236 

ttcagctact tttatgagtc ggtcagatgc tctgtgtcct tagaccagtc taaatcatgc 12 96 

tcaaataata aaatgattat tctttgt 1323 

<210> 26 
<211> 342 
<212> PRT 
<213> Unknown 

<400> 26 

Gin Asp Leu Pro Gly Pro Leu Arg Ser Arg Glu Leu Pro Pro Gin Phe 
15 10 15 

Glu Leu Glu Arg Tyr Pro Met Asn Ala Gin Leu Leu Pro Pro His Pro 
20 25 30 

Ser Pro Gin Ala Pro Trp Asn Cys Gin Tyr Tyr Cys Pro Gly Gly Pro 
35 40 45 

Tyr His His Gin Val Pro His Gly His Gly Tyr Pro Pro Ala Ala Ala 
50 55 60 

Tyr Gin Gin Val Leu Gin Pro Ala Leu Pro Gly Gin Val Leu Pro Gly 
65 70 75 80 

Ala Arg Ala Arg Gly Pro Arg Pro Val Gin Lys Val lie Leu Asn Asp 
85 90 95 

Ser Ser Pro Gin Asp Gin Glu Glu Arg Pro Ala Gin Arg Asp Phe Ser 
100 105 110 

Phe Pro Arg Leu Pro Arg Asp Gin Leu Tyr Arg Pro Pro Ser Asn Gly 
115 120 125 

Val Glu Ala Pro Glu Glu Ser Leu Asp Leu Pro Ala Glu Leu Arg Pro 
130 135 140 

His Gly Pro Gin Ala Pro Ser Leu Ala Ala Val Pro Arg Pro Pro Ser 
145 150 155 160 

Asn Pro Leu Ala Arg Gly Thr Leu Arg Thr Ser Asn Leu Pro Glu Glu 
165 170 175 



Leu Arg Lys Val Phe lie Thr Tyr Ser Met Asp Thr Ala Met Glu Val 
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180 185 190 

Val Lys Phe Val Asn Phe Leu Leu Val Asn Gly Phe Gin Thr Ala lie 
195 200 205 

Asp lie Phe Glu Asp Arg lie Arg Gly lie Asp lie lie Lys Trp Met 
210 215 220 

Glu Arg Tyr Leu Arg Asp Lys Thr Val Met lie lie Val Ala lie Ser 
225 230 235 240 

Pro Lys Tyr Lys Gin Asp Val Glu Gly Ala Glu Ser Gin Leu Asp Glu 
245 250 255 

Asp Glu His Gly Leu His Thr Lys Tyr lie His Arg Met Met Gin lie 
260 265 270 

Glu Phe lie Ser Gin Gly Ser Met Asn Phe Arg Phe lie Pro Val Leu 
275 280 285 

Phe Pro Asn Ala Lys Lys Glu His Val Pro Thr Trp Leu Gin Asn Thr 
290 295 300 

His Val Tyr Ser Trp Pro Lys Asn Lys Lys Asn lie Leu Leu Arg Leu 
305 310 315 320 

Leu Arg Glu Glu Glu Tyr Val Ala Pro Pro Arg Gly Pro Leu Pro Thr 
325 330 335 

Leu Gin Val Val Pro Leu 
340 



<210> 27 

<211> 1026 

<212> DNA 

<213> reverse translation 
<220> 

<221> misc_f eature 

<222> (1) . . (1026) 

<223> n amy be a, c, g, or t 

<400> 27 

cargayytnc cnggnccnyt nmgnwsnmgn garytnccnc cncarttyga rytngarmgn 60 
tayccnatga aygcncaryt nytnccnccn cayccnwsnc cncargcncc ntggaaytgy 12 0 
cart ay t ay t gyccnggngg nccntaycay caycargtnc cncayggnca yggntayccn 18 0 
ccngcngcng cntaycarca rgtnytncar ccngcnytnc cnggncargt nytnccnggn 240 
gcnmgngcnm gnggnccnmg nccngtncar aargtnathy tnaaygayws nwsnccncar 300 
gaycargarg armgnccngc ncarmgngay ttywsnttyc cnmgnytncc nmgngaycar 360 
ytntaymgnc cnccnwsnaa yggngtngar gcnccngarg arwsnytnga yytnccngcn 42 0 
garytnmgnc cncayggncc ncargcnccn wsnytngcng cngtnccnmg nccnccnwsn 4 80 
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aayccnytng cnmgnggnac nytnmgnacn wsnaayytnc cngargaryt nmgnaargtn 54 0 
ttyathacnt aywsnatgga yacngcnatg gargtngtna arttygtnaa yttyytnytn 600 
gtnaayggnt tycaracngc nathgayath ttygargaym gnathmgngg nathgayath 660 
athaartgga tggarmgnta yytnmgngay aaracngtna tgathathgt ngcnathwsn 72 0 
ccnaartaya arcargaygt ngarggngcn garwsncary tngaygarga ygarcayggn 7 80 
ytncayacna artayathca ymgnatgatg carathgart tyathwsnca rggnwsnatg 840 
aayttymgnt tyathccngt nytnttyccn aaygcnaara argarcaygt nccnacntgg 900 
ytncaraaya cncaygtnta ywsntggccn aaraayaara araayathyt nytnmgnytn 960 
ytnmgngarg argartaygt ngcnccnccn mgnggnccny tnccnacnyt ncargtngtn 102 0 
ccnytn 



1026 



^ <210> 28 

'f: <211> 207 

<212> PRT 

=^ 

< 2 1 3 > Unknown 



<220> 

<223> Description of Unknown Organi sm: primate ; surmised 
Homo sapiens 

<400> 28 

Arg Lys Val Trp lie He Tyr Ser Ala Asp His Pro Leu Tyr Val Asp 
15 10 15 

Val Val Leu Lys Phe Ala Gin Phe Leu Leu Thr Ala Cys Gly Thr Glu 
20 25 30 

Val Ala Leu Asp Leu Leu Glu Glu Gin Ala He Ser Glu Ala Gly Val 
35 40 45 

Met Thr Trp Val Gly Arg Gin Lys Gin Glu Met Val Glu Ser Asn Ser 
50 55 60 

Lys He He Val Leu Cys Ser Arg Gly Thr Arg Ala Lys Trp Gin Ala 
^5 70 75 80 

Leu Leu Gly Arg Gly Ala Pro Val Arg Leu Arg Cys Asp His Gly Lys 
85 90 95 

Pro Val Gly Asp Leu Phe Thr Ala Ala Met Asn Met He Leu Pro Asp 
100 105 110 

Phe Lys Arg Pro Ala Cys Phe Gly Thr Tyr Val Val Cys Tyr Phe Ser 

120 125 

Glu Val Ser Cys Asp Gly Asp Val Pro Asp Leu Phe Gly Ala Ala Pro 
130 135 

Arg Tyr Pro Leu Met Asp Arg Phe Glu Glu Val Tyr Phe Arg He Gin 

150 155 160 



f 



51 



Asp Leu Glu Met Phe Gin Pro Gly Arg Met His Arg Val Gly Glu Leu 
165 170 175 

Ser Gly Asp Asn Tyr Leu Arg Ser Pro Gly Gly Arg Gin Leu Arg Ala 
180 185 190 

Ala Leu Asp Arg Phe Arg Asp Trp Gin Val Arg Cys Pro Asp Trp 

195 200 205 



<210> 29 
<211> 208 
<212> PRT 
<213> Unknown 

<220> 

<223> Description of Unknown Organism : rodent ; surmised 
Mus musculus 

<400> 29 

Arg Lys Val Trp lie Val Tyr Ser Ala Asp His Pro Leu Tyr Val Glu 
15 10 15 

Val Val Leu Lys Phe Ala Gin Phe Leu lie Thr Ala Cys Gly Thr Glu 
20 25 30 

Val Ala Leu Asp Leu Leu Glu Glu Gin Val lie Ser Glu Val Gly Val 
35 40 45 

Met Thr Trp Val Ser Arg Gin Lys Gin Glu Met Val Glu Ser Asn Ser 
50 55 60 

Lys lie lie lie Leu Cys Ser Arg Gly Thr Gin Ala Lys Trp Lys Ala 
65 70 75 80 

lie Leu Gly Trp Ala Glu Pro Ala Val Gin Leu Arg Cys Asp His Trp 
85 90 95 

Lys Pro Ala Gly Asp Leu Phe Thr Ala Ala Met Asn Met lie Leu Pro 
100 105 110 

Asp Phe Lys Arg Pro Ala Cys Phe Gly Thr Tyr Val Val Cys Tyr Phe 
115 120 125 

Ser Gly lie Cys Ser Glu Arg Asp Val Pro Asp Leu Phe Asn lie Thr 
130 135 140 

Ser Arg Tyr Pro Leu Met Asp Arg Phe Glu Glu Val Tyr Phe Arg lie 
145 150 155 160 

Gin Asp Leu Glu Met Phe Glu Pro Gly Arg Met His His Val Arg Glu 
165 170 175 

Leu Thr Gly Asp Asn Tyr Leu Gin Ser Pro Ser Gly Arg Gin Leu Lys 
180 185 190 



Glu Ala Val Leu Arg Phe Gin Glu Trp Gin Thr Gin Cys Pro Asp Trp 
195 200 205 



f 
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<210> 30 
<211> 190 
<212> PRT 
<213> Unknown 

<220> 

<22 3> Description of Unknown Organism : worm; surmised 
Caenorabditis elegans 

<400> 30 

Val Lys Val Met lie Val Tyr Ala Asp Asp Asn Asp Leu His Thr Asp 
15 10 15 

Cys Val Lys Lys Leu Val Glu Asn Leu Arg Asn Cys Ala Ser Cys Asp 
p 20 25 30 

m Pro Val Phe Asp Leu Glu Lys Leu lie Thr Ala Glu lie Val Pro Ser 

"^ 35 40 45 

Arg Trp Leu Val Asp Gin lie Ser Ser Leu Lys Lys Phe lie lie Val 
50 55 60 

Val Ser Asp Cys Ala Glu Lys lie Leu Asp Thr Glu Ala Ser Glu Thr 
65 70 75 80 

His Gin Leu Val Gin Ala Arg Pro Phe Ala Asp Leu Phe Gly Pro Ala 
85 90 95 

Met Glu Met lie lie Arg Asp Ala Thr His Asn Phe Pro Glu Ala Arg 
100 105 110 

Lys Lys Tyr Ala Val Val Arg Phe Asn Tyr Ser Pro His Val Pro Pro 
115 120 125 

Asn Leu Ala lie Leu Asn Leu Pro Thr Phe lie Pro Glu Gin Phe Ala 
130 135 140 

Gin Leu Thr Ala Phe Leu His Asn Val Glu His Thr Glu Arg Ala Asn 
145 150 155 160 

Val Thr Gin Asn lie Ser Glu Ala Gin lie His Glu Trp Asn Leu Cys 
165 170 175 

Ala Ser Arg Met Met Ser Phe Phe Val Arg Asn Pro Asn Trp 
180 185 190 



<210> 31 
<211> 178 
<212> PRT 
<213> Unknown 



<220> 

<2 23> Description of Unknown Organism: worm; surmised 
Caenorabditis elegans 



f # 



53 



<400> 31 

Phe Lys Val Met Leu Val Cys Pro Glu Val Ser Gly Arg Asp Glu Asp 
15 10 15 

Phe Met Met Arg He Ala Asp Ala Leu Lys Lys Ser Asn Asn Lys Val 
20 25 30 

Val Cys Asp Arg Trp Phe Glu Asp Ser Lys Asn Ala Glu Glu Asn Met 
35 40 45 

Leu His Trp Val Tyr Glu Gin Thr Lys He Ala Glu Lys He He Val 
50 55 60 

Phe His Ser Ala Tyr Tyr His Pro Arg Cys Gly He Tyr Asp Val He 
^5 70 75 80 

Asn Asn Phe Phe Pro Cys Thr Asp Pro Arg Leu Ala His He Ala Leu 
85 90 95 

^ Thr Pro Glu Ala Gin Arg Ser Val Pro Lys Glu Val Glu Tyr Val Leu 

^ 105 110 

= Pro Arg Asp Gin Lys Leu Leu Glu Asp Ala Phe Asp He Thr He Ala 

^ 115 120 125 

M Asp Pro Leu Val He Asp He Pro He Glu Asp Val Ala He Pro Glu 
m 135 140 

P Asn Val Pro He His His Glu Ser Cys Asp Ser He Asp Ser Arg Asn 
01 150 155 160 

Asn Ser Lys Thr His Ser Thr Asp Ser Gly Val Ser Ser Leu Ser Ser 
165 170 175 

; £ 

M= Asn Ser 



